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<210> 1 

<211> 9 

<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct; first region of beta-A4 peptide 

<400> 1 

Ala Glu Phe Arg His Asp Ser Gly Tyr 

<210> 2 

<211> 14 

<212> PRT 

<213> artificial sequence 




r 



<220> 

<223> synthetic construct; second region of beta-A4 peptide 
<400> 2 

val His His Gin Lys Leu val Phe Phe Ala Glu Asp val Gly 
15 10 

<210> 3 

<211> 368 

<212> DNA 

<213> artificial sequence 
<220> 

<223> synthetic construct; VH-region of MS-Roche#3 

<400> 3 



caggtgcaat 


tggtggaaag 


cggcggcggc 


ctggtgcaac 


cgggcggcag 


cctgcgtctg 


60 


agctgcgcgg 


cctccggatt 


tacctttagc 


agctatgcga 


tgagctgggt 


gcgccaagcc 


120 


cctgggaagg 


gtctcgagtg 


ggtgagcgcg 


attagcggta 


gcggcggcag 


cacctattat 


180 


gcggatagcg 


tgaaaggccg 


ttttaccatt 


tcacgtgata 


attcgaaaaa 


caccctgtat 


240 


ctgcaaatga 


acagcctgcg 


tgcggaagat 


acggccgtgt 


attattgcgc 


gcgtcttact 


300 


cattatgctc 


gttattatcg 


ttattttgat 


gtttggggcc 


aaggcaccct 


ggtgacggtt 


360 


agctcagc 












368 



<210> 4 

<211> 122 

<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct; VH-region of MS-Roche#3 

<400> 4 

Gin val Gin Leu val Glu Ser Gly Gly Gly Leu val Gin Pro Gly Gly 
1 5 10 15 



Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Ser Ser Tyr 
20 25 30 



Ala Met ser Trp val Arg Gin Ala Pro Gly Lys Gly Leu Glu Trp val 
35 40 45 

ser Ala lie Ser Gly ser Gly Gly ser Thr Tyr Tyr Ala Asp Ser val 
50 55 60 

Lys Gly Arg Phe Thr lie Ser Arg Asp Asn Ser Lys Asn Thr Leu Tyr 
65 70 ~ 75 80 

Leu Gin Met Asn ser Leu Arg Ala Glu Asp Thr Ala val Tyr Tyr Cys 
85 90 95 

Ala Arg Leu Thr His Tyr Ala Arg Tyr Tyr Arg Tyr Phe Asp Val Trp 
100 105 " 110 

Gly Gin Gly Thr Leu val Thr val Ser Ser 
115 120 

<210> 5 
<211> 379 
<212> DNA 

<213> artificial sequence 



<220> 

<223> synthetic construct; VH-region of MS-Roche#7 
<400> 5 

caggtgcaat tggtggaaag cggcggcggc ctggtgcaac cgggcggcag cctgcgtctg 60 

agctgcgcgg cctccggatt tacctttagc agctatgcga tgagctgggt gcgccaagcc 120 

cctgggaagg gtctcgagtg ggtgagcgcg attagcggta gcggcggcag cacctattat 180 

gcggatagcg tgaaaggccg tttaccattt cacgtgataa ttcgaaaaac accctgtatc 240 

tgcaaatgaa cagcctgcgt gcggaagata cggccgtgta ttattgcgcg cgtggtaagg 300 

gtaatactca taagccttat ggttatgttc gttattttga tgtttggggc caaggcaccc 360 

tggtgacggt tagctcagc 379 



<210> 


6 


<211> 


126 


<212> 


PRT 


<213> 


artificial 



<220> 



<223> synthetic construct; VH-region of MS-Roche#7 
<400> 6 

Gin val Gin Leu val Glu Ser Gly Gly Gly Leu val Gin Pro Gly Gly 
15 10 15 

Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Ser Ser Tyr 
20 25 30 

Ala Met Ser Trp val Arg Gin Ala Pro Gly Lys Gly Leu Glu Trp val 
35 " 40 45 

Ser Ala lie Ser Gly Ser Gly Gly Ser Thr Tyr Tyr Ala Asp ser val 
50 55 60 

Lys Gly Arg Phe Thr lie ser Arg Asp Asn Ser Lys Asn Thr Leu Tyr 
65 70 " 75 80 

Leu Gin Met Asn Ser Leu Arg Ala Glu Asp Thr Ala val Tyr Tyr Cys 
85 90 95 

Ala Arg Gly Lys Gly Asn Thr His Lys Pro Tyr Gly Tyr Val Arg Tyr 
100 105 110 

Phe Asp val Trp Gly Gin Gly Thr Leu Val Thr val Ser ser 
115 120 125 

<210> 7 
<211> 374 
<212> DNA 

<213> artificial sequence 



<220> 

<223> synthetic construct; VH-region of MS-Roche#8 
<400> 7 



caggtgcaat 


tggtggaaag 


cggcggcggc 


ctggtgcaac 


egggeggcag 


cctgcgtctg 


60 


agctgcgcgg 


cctccggatt 


tacctttagc 


agetatgega 


tgagctgggt 


gcgccaagcc 


120 


cctgggaagg 


gtctcgagtg ggtgagcgcg 


attageggta 


gcggcggcag 


cacctattat 


180 


gcggatagcg 


tgaaaggccg 


ttttaccatt 


teaegtgata 


attcgaaaaa 


caccctgtat 


240 


ctgcaaatga 


acagcctgcg 


tgeggaagat acggccgtgt 


attattgege gegtcttett 


300 


tctcgtggtt 


ataatggtta 


ttatcataag 


tttgatgttt 


ggggecaagg 


caccctggtg 


360 


acggttagct 


cage 










374 



<210> 8 

<211> 124 

<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct; VH-region of MS-Roche#8 

<400> 8 

Gin val Gin Leu val Glu Ser Gly Gly Gly Leu val Gin Pro Gly Gly 
1 5 10 15 

Ser Leu Arg Leu Ser cys Ala Ala Ser Gly Phe Thr Phe Ser ser Tyr 
20 25 30 

Ala Met Ser Trp Val Arg Gin Ala Pro Gly Lys Gly Leu Glu Trp Val 
35 " 40 45 

Ser Ala lie Ser Gly Ser Gly Gly Ser Thr Tyr Tyr Ala Asp Ser val 
50 55 60 

Lys Gly Arg Phe Thr He Ser Arg Asp Asn Ser Lys Asn Thr Leu Tyr 
65 70 75 80 

Leu Gin Met Asn Ser Leu Arg Ala Glu Asp Thr Ala val Tyr Tyr Cys 
85 90 95 

Ala Arg Leu Leu Ser Arg Gly Tyr Asn Gly Tyr Tyr His Lys Phe Asp 
100 105 110 

val Trp Gly Gin Gly Thr Leu Val Thr Val Ser Ser 
115 120 

<210> 9 
<211> 330 
<212> DNA 

<213> artificial sequence 



<220> 

<223> synthetic construct; VL-region of MS-Roche#3 
<400> 9 



gatatcgtgc tgacccagag cccggcgacc ctgagcctgt ctccgggcga acgtgcgacc 60 

ctgagctgca gagcgagcca gagcgtgagc agcagctatc tggcgtggta ccagcagaaa 120 

ccaggtcaag caccgcgtct attaatttat ggcgcgagca gccgtgcaac tggggtcccg 180 

gcgcgtttta gcggctctgg atccggcacg gattttaccc tgaccattag cagcctggaa 240 

cctgaagact ttgcggttta ttattgccag caggtttata atcctcctgt tacctttggc 300 

cagggtacga aagttgaaat taaacgtacg 330 

<210> 10 

<211> 110 

<212> PRT 

<213> artificial sequence 



<220> 

<223> synthetic construct; VL-region of MS-Roche#3 
<400> 10 

Asp lie val Leu Thr Gin Ser Pro Ala Thr Leu Ser Leu Ser Pro Gly 
1 5 10 15 

Glu Arg Ala Thr Leu Ser cys Arg Ala Ser Gin Ser val Ser Ser Ser 
20 25 30 

Tyr Leu Ala Trp Tyr Gin Gin Lys Pro Gly Gin Ala Pro Arg Leu Leu 
35 40 45 

lie Tyr Gly Ala ser ser Arg Ala Thr Gly val Pro Ala Arg Phe Ser 
50 55 y 60 

Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr lie Ser ser Leu Glu 
65 70 75 80 

Pro Glu Asp Phe Ala val Tyr Tyr Cys Gin Gin val Tyr Asn Pro Pro 
85 90 95 

val Thr Phe Gly Gin Gly Thr Lys val Glu lie Lys Arg Thr 
100 105 110 

<210> 11 
<211> 330 
<212> DNA 

<213> artificial sequence 



<220> 

<223> synthetic construct; VL-region of MS-Roche#7 



<400> 11 
gatatcgtgc 


tgacccagag 


cccggcgacc 


ctgagcctgt 


ctccgggcga acgtgcgacc 


60 


ctgagctgca 


gagcgagcca 


gagcgtgagc 


agcagctatc 


tggcgtggta ccagcagaaa 


120 


ccaggtcaag 


caccgcgtct 


attaatttat 


ggcgcgagca 


gccgtgcaac tggggtcccg 


180 


gcgcgtttta 


gcggctctgg atccggcacg gattttaccc tgaccattag cagcctggaa 


240 


cctgaagact 


ttgcgactta 


ttattgcttt 


cagctttatt 


ctgatccttt tacctttggc 


300 


cagggtacga 


aagttgaaat 


taaacgtacg 






330 



<210> 12 

<211> 110 

<212> PRT 

<213> artificial sequence 



<220> 

<223> synthetic construct; VL-region of MS-Roche#7 
<400> 12 

Asp lie val Leu Thr Gin ser Pro Ala Thr Leu Ser Leu Ser Pro Gly 
1 5 10 15 

Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser Gin ser val Ser Ser Ser 
20 25 30 

Tyr Leu Ala Trp Tyr Gin Gin Lys Pro Gly Gin Ala Pro Arg Leu Leu 
35 40 45 

lie Tyr Gly Ala Ser Ser Arg Ala Thr Gly val Pro Ala Arg Phe Ser 
50 55 60 

Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr lie Ser Ser Leu Glu 
65 70 75 80 

Pro Glu Asp Phe Ala Thr Tyr Tyr Cys Phe Gin Leu Tyr Ser Asp Pro 
85 90 95 

Phe Thr Phe Gly Gin Gly Thr Lys val Glu lie Lys Arg Thr 
100 105 110 



<210> 13 



<211> 330 
<212> DNA 

<213> artificial sequence 
<220> 

<223> synthetic construct; VL- region of MS-Roche#8 
<400> 13 

gatatcgtgc tgacccagag cccggcgacc ctgagcctgt ctccgggcga acgtgcgacc 60 
ctgagctgca gagcgagcca gagcgtgagc agcagctatc tggcgtggta ccagcagaaa 120 
ccaggtcaag caccgcgtct attaatttat ggcgcgagca gccgtgcaac tggggtcccg 180 
gcgcgtttta gcggctctgg atccggcacg gattttaccc tgaccattag cagcctggaa 240 
cctgaagact ttgcgactta ttattgccag cagctttctt cttttcctcc tacctttggc 300 
cagggtacga aagttgaaat taaacgtacg 330 

<210> 14 
<211> 110 
<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct; VL-region of MS-Roche#8 
<400> 14 

Asp lie Val Leu Thr Gin Ser Pro Ala Thr Leu Ser Leu ser Pro Gly 
15 10 15 

Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser Gin Ser val Ser Ser Ser 
20 25 30 

Tyr Leu Ala Trp Tyr Gin Gin Lys Pro Gly Gin Ala Pro Arg Leu Leu 
35 40 45 

lie Tyr Gly Ala Ser Ser Arg Ala Thr Gly val Pro Ala Arg Phe Ser 
50 55 60 

Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr lie Ser Ser Leu Glu 
65 70 75 80 

Pro Glu Asp Phe Ala Thr Tyr Tyr Cys Gin Gin Leu Ser Ser Phe Pro 
85 90 95 



Pro Thr Phe Gly Gin Gly Thr Lys val Glu lie Lys Arg Thr 
100 105 110 



<210> 15 

<211> 24 

<212> DNA 

<213> artificial sequence 
<220> 

<223> synthetic construct; CDR3 of VL- region of MS-Roche#3 

<400> 15 

cagcaggttt ataatcctcc tgtt 

<210> 16 

<211> 8 

<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct; CDR3 of VL-region of MS-Roche#3 

<400> 16 

Gin Gin val Tyr Asn Pro Pro val 
1 5 

<210> 17 

<211> 24 

<212> DNA 

<213> artificial sequence 
<220> 

<223> synthetic construct; CDR3 of VL-region of MS-Roche#7 

<400> 17 

tttcagcttt attctgatcc tttt 

<210> 18 

<211> 8 



<212> PRT 

<213> artificial sequence 



<220> 

<223> synthetic construct; 

<400> 18 

Phe Gin Leu Tyr ser Asp Pro 
1 5 

<210> 19 

<211> 24 

<212> DNA 

<213> artificial sequence 
<220> 

<223> synthetic construct; 

<400> 19 

cagcagcttt cttcttttcc tcct 

<210> 20 

<211> 8 

<212> PRT 

<213> artificial sequence 



CDR3 of VL-region of MS-Roche#7 
Phe 



CDR3 of VL-region of MS-Roche#8 



<220> 

<223> synthetic construct; CDR3 of VL-region of MS-Roche#8 

<400> 20 

Gin Gin Leu Ser Ser Phe Pro Pro 
1 5 

<210> 21 

<211> 39 

<212> DNA 

<213> artificial sequence 



<220> 

<223> synthetic construct; CDR3 of VH-region of MS-Roche#3 

<400> 21 

cttactcatt atgctcgtta ttatcgttat tttgatgtt 

<210> 22 

<211> 13 

<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct; CDR3 of VH-region of MS-Roche#3 

<400> 22 

Leu Thr His Tyr Ala Arg Tyr Tyr Arg Tyr Phe Asp Val 
1 5 10 

<210> 23 

<211> 51 

<212> DNA 

<213> artificial sequence 
<220> 

<223> synthetic construct; CDR3 of VH-region of MS-Roche#7 

<400> 23 

ggtaagggta atactcataa gccttatggt tatgttcgtt attttgatgt t 

<210> 24 

<211> 17 

<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct; CDR3 of VH-region of MS-Roche#7 

<400> 24 

Gly Lys Gly Asn Thr His Lys Pro Tyr Gly Tyr val Arg Tyr Phe Asp 
1 5 ' 10 15 



val 



<210> 25 

<211> 45 

<212> DNA 

<213> artificial sequence 



<220> 

<223> synthetic construct; CDR3 of VH- region of MS-Roche#8 
<400> 25 

cttctttctc gtggttataa tggttattat cataagtttg atgtt 

<210> 26 
<211> 15 
<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct; CDR3 of VH-region of MS-Roche#8 
<400> 26 

Leu Leu ser Arg Gly Tyr Asn Gly Tyr Tyr His Lys Phe Asp val 
15 10 15 

<210> 27 

<211> 42 

<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct; beta-A4 peptide 

<400> 27 

Asp Ala Glu Phe Arg His Asp Ser Gly Tyr Glu val His His Gin Ly 
1 5 10 15 

Leu Val Phe Phe Ala Glu Asp val Gly Ser Asn Lys Gly Ala lie il 
20 25 30 



Gly Leu Met val Gly Gly val val lie Ala 
35 40 



<210> 28 

<211> 17 

<212> DNA 

<213> artificial sequence 



<220> 

<223> synthetic construct; VL-primer for 

<400> 28 

gtggtggttc cgatatc 

<210> 29 

<211> 43 

<212> DNA 

<213> artificial sequence 



<220> 

<223> synthetic construct; VL-primer back 

<400> 29 

agcgtcacac tcggtgcggc tttcggctgg ccaagaacgg tta 

<210> 30 

<211> 17 

<212> DNA 

<213> artificial sequence 
<220> 

<223> synthetic construct; control primer for 

<400> 30 
caggaaacag ctatgac 

<210> 31 

<211> 19 

<212> DNA 



<213> artificial sequence 



<220> 

<223> synthetic construct; control primer back 
<400> 31 

taccgttgct cttcacccc 19 

<210> 32 
<211> 360 
<212> DNA 

<213> artificial sequence 
<220> 

<223> synthetic construct; VH MS-Roche#3.6H5 x 3.6L2 
<400> 32 

caattggtgg aaagcggcgg cggcctggtg caaccgggcg gcagcctgcg tctgagctgc 60 
gcggcctccg gatttacctt tagcagctat gcgatgagct gggtgcgcca agcccctggg 120 
aagggtctcg agtgggtgag cgctatttct gagtctggta agactaagta ttatgctgat 180 
tctgttaagg gtcgttttac catttcacgt gataattcga aaaacaccct gtatctgcaa 240 
atgaacagcc tgcgtgcgga agatacggcc gtgtattatt gcgcgcgtct tactcattat 300 
gctcgttatt atcgttattt tgatgtttgg ggccaaggca ccctggtgac ggttagctca 360 

<210> 33 
<211> 120 
<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct; VH MS-Roche#3.6H5 x 3.6L2 
<400> 33 

Gin Leu val Glu Ser Gly Gly Gly Leu val Gin Pro Gly Gly Ser Leu 
15 10 15 



Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Ser Ser Tyr Ala Met 
20 25 30 



Ser Trp val Arg Gin Ala Pro Gly Lys Gly Leu Glu Trp val Ser Ala 
35 40 45 



lie Ser Glu Ser Gly Lys Thr Lys Tyr Tyr Ala Asp Ser Val Lys Gly 
50 55 60 

Arg Phe Thr lie Ser Arg Asp Asn Ser Lys Asn Thr Leu Tyr Leu Gin 
65 70 75 80 

Met Asn ser Leu Arg Ala Glu Asp Thr Ala val Tyr Tyr Cys Ala Arg 
85 90 95 

Leu Thr His Tyr Ala Arg Tyr Tyr Arg Tyr Phe Asp val Trp Gly Gin 
100 " 105 110 

Gly Thr Leu val Thr val Ser ser 
115 120 

<210> 34 
<211> 360 
<212> DNA 

<213> artificial sequence 
<220> 

<223> synthetic construct; VH MS-Roche#3.6H8 x 3.6L2 
<400> 34 

caattggtgg aaagcggcgg cggcctggtg caaccgggcg gcagcctgcg tctgagctgc 60 
gcggcctccg gatttacctt tagcagctat gcgatgagct gggtgcgcca agcccctggg 120 
aagggtctcg agtgggtgag cgctatttct gagtattcta agtttaagta ttatgctgat 180 
tctgttaagg gtcgttttac catttcacgt gataattcga aaaacaccct gtatctgcaa 240 
atgaacagcc tgcgtgcgga agatacggcc gtgtattatt gcgcgcgtct tactcattat 300 
gctcgttatt atcgttattt tgatgtttgg ggccaaggca ccctggtgac ggttagctca 360 

<210> 35 

<211> 120 

<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct; VH MS-Roche#3 . 6h8 x 3.6L2 



<400> 35 

Gin Leu val Glu Ser Gly Gly Gly Leu val Gin Pro Gly Gly Ser Leu 
15 10 15 

Arg Leu Ser cys Ala Ala Ser Gly Phe Thr Phe Ser ser Tyr Ala Met 
20 25 30 

Ser Trp val Arg Gin Ala Pro Gly Lys Gly Leu Glu Trp val ser Ala 
35 40 45 

lie Ser Glu Tyr Ser Lys Phe Lys Tyr Tyr Ala Asp Ser Val Lys Gly 
50 55 60 

Arg Phe Thr lie Ser Arg Asp Asn ser Lys Asn Thr Leu Tyr Leu Gin 
65 70 75 80 

Met Asn ser Leu Arg Ala Glu Asp Thr Ala val Tyr Tyr Cys Ala Arg 
85 90 95 

Leu Thr His Tyr Ala Arg Tyr Tyr Arg Tyr Phe Asp val Trp Gly Gin 
100 105 110 

Gly Thr Leu val Thr val Ser Ser 
115 120 

<210> 36 

<211> 372 

<212> DNA 

<213> artificial sequence 



<220> 

<223> synthetic construct; VH MS-Roche#7.4H2 x 7.2L1 
<400> 36 



caattggtgg 


aaagcggcgg 


cggcctggtg 


caaccgggcg gcagcctgcg 


tctgagctgc 


60 


gcggcctccg 


gatttacctt 


tagcagctat 


gcgatgagct gggtgcgcca 


agcccctggg 


120 


aagggtctcg 


agtgggtgag 


cgctattaat 


tataatggtg ctcgtattta 


ttatgctgat 


180 


tctgttaagg 


gtcgttttac 


catttcacgt 


gataattcga aaaacaccct 


gtatctgcaa 


240 


atgaacagcc 


tgcgtgcgga 


agatacggcc 


gtgtattatt gcgcgcgtgg 


taagggtaat 


300 


actcataagc 


cttatggtta tgttcgttat tttgatgttt ggggccaagg 


caccctggtg 


360 


acggttagct 


ca 








372 



<210> 37 
<211> 124 
<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct; VH MS-Roche#7.4H2 x 7.2L1 
<400> 37 

Gin Leu Val Glu Ser Gly Gly Gly Leu Val Gin Pro Gly Gly Ser Leu 
15 10 15 

Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Ser Ser Tyr Ala Met 
20 25 30 

Ser Trp val Arg Gin Ala Pro Gly Lys Gly Leu Glu Trp val Ser Ala 
35 40 45 

lie Asn Tyr Asn Gly Ala Arg lie Tyr Tyr Ala Asp Ser val Lys Gly 
50 55 60 

Arg Phe Thr lie Ser Arg Asp Asn Ser Lys Asn Thr Leu Tyr Leu Gin 
65 70 75 80 

Met Asn Ser Leu Arg Ala Glu Asp Thr Ala val Tyr Tyr cys Ala Arg 
85 90 95 

Gly Lys Gly Asn Thr His Lys Pro Tyr Gly Tyr val Arg Tyr Phe Asp 
100 105 110 

val Trp Gly Gin Gly Thr Leu val Thr val Ser ser 
115 120 

<210> 38 

<211> 372 

<212> DNA 

<213> artificial sequence 



<220> 

<223> synthetic construct; VH MS-Roche#7.9H2 x 7.12L2 
<400> 38 

caattggtgg aaagcggcgg cggcctggtg caaccgggcg gcagcctgcg tctgagctgc 



qcqqcctccq 

ZJ Z1 Z* ZJ 


gatttacctt tagcagctat gcgatgagct gggtgcgcca agcccctggg 


120 


aagggtctcg 

ZJ ZJ ZJ Zf 


agtgggtgag cgctattaat gctgatggta atcgtaagta ttatgctgat 

Z? ZJ ZJ Z) ZJ ZJ Zs 3 3 9 «7 7 J 


180 


tctgttaagg 


gtcgtLLtac catLLcacgt gataattcga aaaacacccr gLatcrgcaa 


Z*fU 


atgaacagcc 


tgcgtgcgga agatacggcc gtgtattatt gcgcgcgtgg taagggtaat 


300 


actcataagc 


cttatggtta tgttcgttat tttgatgttt ggggccaagg caccctggtg 


360 


acggttagct 


ca 


372 



<210> 39 

<211> 124 

<212> PRT 

<213> artificial sequence 



<220> 

<223> synthetic construct; VH MS-Roche#7.9H2 x 7.12L2 
<400> 39 

Gin Leu val Glu Ser Gly Gly Gly Leu val Gin Pro Gly Gly Ser Leu 
1 5 10 15 

Arg Leu Ser cys Ala Ala Ser Gly Phe Thr Phe ser ser Tyr Ala Met 
20 25 30 

Ser Trp val Arg Gin Ala Pro Gly Lys Gly Leu Glu Trp val Ser Ala 
35 40 45 

lie Asn Ala Asp Gly Asn Arg Lys Tyr Tyr Ala Asp Ser val Lys Gly 
50 55 60 

Arg Phe Thr lie Ser Arg Asp Asn Ser Lys Asn Thr Leu Tyr Leu Gin 
65 70 75 80 

Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys Ala Arg 
85 90 95 

Gly Lys Gly Asn Thr His Lys Pro Tyr Gly Tyr Val Arg Tyr Phe Asp 
100 105 ' 110 

val Trp Gly Gin Gly Thr Leu Val Thr Val Ser Ser 
115 120 



<210> 40 
<211> 372 



<212> DNA 

<213> artificial sequence 
<220> 

<223> synthetic construct; VH MS-Roche#7.9H4 x 7.12L2 
<400> 40 

caattggtgg aaagcggcgg cggcctggtg caaccgggcg gcagcctgcg tctgagctgc 60 
gcggcctccg gatttacctt tagcagctat gcgatgagct gggtgcgcca agcccctggg 120 
aagggtctcg agtgggtgag cgctattaat gctgttggta tgaagaagtt ttatgctgat 180 
tctgttaagg gtcgttttac catttcacgt gataattcga aaaacaccct gtatctgcaa 240 
atgaacagcc tgcgtgcgga agatacggcc gtgtattatt gcgcgcgtgg taagggtaat 300 
actcataagc cttatggtta tgttcgttat tttgatgttt ggggccaagg caccctggtg 360 
acggttagct ca 372 

<210> 41 
<211> 124 
<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct; VH MS-Roche#7.9H4 x 7.12L2 
<400> 41 

Gin Leu val Glu Ser Gly Gly Gly Leu val Gin Pro Gly Gly Ser Leu 
15 10 15 

Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Ser Ser Tyr Ala Met 
20 25 30 

Ser Trp val Arg Gin Ala Pro Gly Lys Gly Leu Glu Trp val Ser Ala 
35 40 45 

lie Asn Ala Val Gly Met Lys Lys Phe Tyr Ala Asp Ser val Lys Gly 
50 55 60 

Arg Phe Thr lie Ser Arg Asp Asn Ser Lys Asn Thr Leu Tyr Leu Gin 
65 70 75 80 



Met Asn ser Leu Arg Ala Glu Asp Thr Ala val Tyr Tyr Cys Ala Arg 
85 90 95 



Gly Lys Gly Asn Thr His Lys Pro Tyr Gly Tyr val Arg Tyr Phe Asp 
100 105 110 



Val Trp Gly Gin Gly Thr Leu val Thr val Ser ser 
115 120 



<210> 42 

<211> 372 

<212> DNA 

<213> artificial sequence 



<220> 

<223> synthetic construct; VH MS-Roche#7.1lHl x 7.11L1 
<400> 42 

caattggtgg aaagcggcgg cggcctggtg caaccgggcg gcagcctgcg tctgagctgc 60 

gcggcctccg gatttacctt tagcagctat gcgatgagct gggtgcgcca agcccctggg 120 

aagggtctcg agtgggtgag cggtattaat gctgctggtt ttcgtactta ttatgctgat 180 

tctgttaagg gtcgttttac catttcacgt gataattcga aaaacaccct gtatctgcaa 240 

atgaacagcc tgcgtgcgga agatacggcc gtgtattatt gcgcgcgtgg taagggtaat 300 

actcataagc cttatggtta tgttcgttat tttgatgttt ggggccaagg caccctggtg 360 

acggttagct ca 372 

<210> 43 

<211> 124 

<212> PRT 

<213> artificial sequence 



<220> 

<223> synthetic construct; VH MS-Roche#7.1lHl x 7.11L1 
<400> 43 

Gin Leu val Glu Ser Gly Gly Gly Leu Val Gin Pro Gly Gly Ser Leu 
15 10 15 

Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Ser ser Tyr Ala Met 
20 25 30 

Ser Trp val Arg Gin Ala Pro Gly Lys Gly Leu Glu Trp val Ser Gly 
35 40 45 



lie Asn Ala Ala Gly Phe Arg Thr Tyr Tyr Ala Asp Ser Val Lys Gly 
50 55 60 

Arg Phe Thr lie Ser Arg Asp Asn ser Lys Asn Thr Leu Tyr Leu Gin 
65 70 75 80 

Met Asn Ser Leu Arg Ala Glu Asp Thr Ala val Tyr Tyr Cys Ala Arg 
85 90 95 

Gly Lys Gly Asn Thr His Lys Pro Tyr Gly Tyr val Arg Tyr Phe Asp 
100 105 110 

val Trp Gly Gin Gly Thr Leu val Thr val Ser Ser 
115 120 

<210> 44 

<211> 372 

<212> DNA 

<213>^ artificial sequence 



<220> 

<223> synthetic construct; VH MS-Roche#7. llHl x 7.2L1 
<400> 44 



caattggtgg 


aaagcggcgg 


cggcctggtg 


caaccgggcg 


gcagcctgcg 


tctgagctgc 


60 


gcggcctccg 


gatttacctt 


tagcagctat 


gcgatgagct 


gggtgcgcca 


agcccctggg 


120 


aagggtctcg 


agtgggtgag 


cggtattaat 


gctgctggtt 


ttcgtactta 


ttatgctgat 


180 


tctgttaagg 


gtcgttttac 


catttcacgt 


gataattcga 


aaaacaccct 


gtatctgcaa 


240 


atgaacagcc 


tgcgtgcgga 


agatacggcc 


gtgtattatt 


gcgcgcgtgg 


taagggtaat 


300 


actcataagc 


cttatggtta tgttcgttat tttgatgttt 


ggggccaagg 


caccctggtg 


360 


acggttagct 


ca 










372 



<210> 45 

<211> 124 

<212> PRT 

<213> artificial sequence 



<220> 
<223> 



synthetic construct; VH MS-Roche#7.1lHl x 7.2L1 



<400> 45 

Gin Leu val Glu Ser Gly Gly Gly Leu Val Gin Pro Gly Gly Ser Leu 
15 10 15 

Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Ser Ser Tyr Ala Met 
20 25 30 

Ser Trp val Arg Gin Ala Pro Gly Lys Gly Leu Glu Trp val Ser Gly 
35 40 45 

lie Asn Ala Ala Gly Phe Arg Thr Tyr Tyr Ala Asp Ser Val Lys Gly 
50 55 60 

Arg Phe Thr lie Ser Arg Asp Asn Ser Lys Asn Thr Leu Tyr Leu Gin 
65 70 75 80 

Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys Ala Arg 
85 90 95 

Gly Lys Gly Asn Thr His Lys Pro Tyr Gly Tyr val Arg Tyr Phe Asp 
100 105 110 

Val Trp Gly Gin Gly Thr Leu val Thr Val Ser Ser 
115 120 

<210> 46 

<211> 330 

<212> DNA 

<213> artificial sequence 



<220> 

<223> synthetic construct; VL MS-Roche#3.6H5 x 3.6L2 
<400> 46 

gatatcgtgc tgacccagag cccggcgacc ctgagcctgt ctccgggcga acgtgcgacc 60 

ctgagctgca gagcgagcca gtttctttct cgttattatc tggcgtggta ccagcagaaa 120 

ccaggtcaag caccgcgtct attaatttat ggcgcgagca gccgtgcaac tggggtcccg 180 

gcgcgtttta gcggctctgg atccggcacg gattttaccc tgaccattag cagcctggaa 240 

cctgaagact ttgcggttta ttattgccag cagacttata attatcctcc tacctttggc 300 

cagggtacga aagttgaaat taaacgtacg 330 



<210> 47 



<211> 110 
<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct; VL MS-Roche#3.6H5 x 3.6L2 
<400> 47 

Asp lie val Leu Thr Gin ser Pro Ala Thr Leu ser Leu Ser Pro Gly 
15 10 15 

Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser Gin Phe Leu Ser Arg Tyr 
20 25 30 

Tyr Leu Ala Trp Tyr Gin Gin Lys Pro Gly Gin Ala Pro Arg Leu Leu 
35 40 45 

lie Tyr Gly Ala Ser Ser Arg Ala Thr Gly Val Pro Ala Arg Phe Ser 
50 55 60 

Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr lie Ser Ser Leu Glu 
65 70 75 80 

Pro Glu Asp Phe Ala val Tyr Tyr Cys Gin Gin Thr Tyr Asn Tyr Pro 
85 90 95 

Pro Thr Phe Gly Gin Gly Thr Lys val Glu lie Lys Arg Thr 
100 105 110 

<210> 48 
<211> 330 
<212> DNA 

<213> artificial sequence 
<220> 

<223> synthetic construct; VL MS-Roche#3.6H8 x 3.6L2 
<400> 48 

gatatcgtgc tgacccagag cccggcgacc ctgagcctgt ctccgggcga acgtgcgacc 60 
ctgagctgca gagcgagcca gtttctttct cgttattatc tggcgtggta ccagcagaaa 120 
ccaggtcaag caccgcgtct attaatttat ggcgcgagca gccgtgcaac tggggtcccg 180 
gcgcgtttta gcggctctgg atccggcacg gattttaccc tgaccattag cagcctggaa 240 



cctgaagact ttgcggttta ttattgccag cagacttata attatcctcc tacctttggc 
cagggtacga aagttgaaat taaacgtacg 

<210> 49 

<211> 110 

<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct; VL MS-Roche#3.6H8 x 3.6L2 

<400> 49 

Asp lie Val Leu Thr Gin Ser Pro Ala Thr Leu Ser Leu Ser Pro Gly 
1 5 10 15 

Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser Gin Phe Leu Ser Arg Tyr 
20 25 30 

Tyr Leu Ala Trp Tyr Gin Gin Lys Pro Gly Gin Ala Pro Arg Leu Leu 
35 40 45 

lie Tyr Gly Ala Ser Ser Arg Ala Thr Gly Val Pro Ala Arg Phe Ser 
50 55 60 

Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr lie Ser Ser Leu Glu 
65 70 75 80 

Pro Glu Asp Phe Ala Val Tyr Tyr Cys Gin Gin Thr Tyr Asn Tyr Pro 
85 90 95 

Pro Thr Phe Gly Gin Gly Thr Lys Val Glu lie Lys Arg Thr 
100 105 110 

<210> 50 
<211> 330 
<212> DNA 

<213> artificial sequence 
<220> 

<223> synthetic construct; VL MS-Roche#7.4H2 x 7.2L1 
<400> 50 

gatatcgtgc tgacccagag cccggcgacc ctgagcctgt ctccgggcga acgtgcgacc 



ctgagctgca gagcgagcca gtatgttgat cgtacttatc tggcgtggta ccagcagaaa 120 

ccaggtcaag caccgcgtct attaatttat ggcgcgagca gccgtgcaac tggggtcccg 180 

gcgcgtttta gcggctctgg atccggcacg gattttaccc tgaccattag cagcctggaa 240 

cctgaagact ttgcgactta ttattgccag cagatttatt cttttcctca tacctttggc 300 

cagggtacga aagttgaaat taaacgtacg 330 

<210> 51 

<211> 110 

<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct; VL MS-Roche#7.4H2 x 7.2L1 

<400> 51 

Asp lie val Leu Thr Gin Ser Pro Ala Thr Leu Ser Leu Ser Pro Gly 
1 5 10 15 

Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser Gin Tyr val Asp Arg Thr 
20 25 30 

Tyr Leu Ala Trp Tyr Gin Gin Lys Pro Gly Gin Ala Pro Arg Leu Leu 
35 40 45 

lie Tyr Gly Ala ser Ser Arg Ala Thr Gly val Pro Ala Arg Phe Ser 
50 55 60 

Gly Ser Gly ser Gly Thr Asp Phe Thr Leu Thr lie ser ser Leu Glu 
65 < 70 75 80 

Pro Glu Asp Phe Ala Thr Tyr Tyr Cys Gin Gin lie Tyr Ser Phe Pro 
85 90 95 

His Thr Phe Gly Gin Gly Thr Lys val Glu lie Lys Arg Thr 
100 105 110 

<210> 52 
<211> 330 
<212> DNA 

<213> artificial sequence 



<220> 

<223> synthetic construct; VL MS-Roche#7.9H2 x 7.12L2 



<4UU> b/l 

gatatcgtgc 


tgacccagag 


cccggcgacc 


ctgagcctgt 


ctccgggcga acgtgcgacc 


60 


ctgagctgca 


gagcgagcca gcgttttttt 


tataagtatc 


tggcgtggta ccagcagaaa 


120 


ccaggtcaag 


caccgcgtct 


attaatttct 


ggttcttcta 


accgtgcaac tggggtcccg 


180 


gcgcgtttta 


gcggctctgg 


atccggcacg 


gattttaccc 


tgaccattag cagcctggaa 


240 


cctgaagact 


ttgcggttta 


ttattgcctt 


cagctttata 


atattcctaa tacctttggc 


300 


cagggtacga 


aagttgaaat 


taaacgtacg 






330 



<210> 53 

<211> 110 

<212> PRT 

<213> artificial sequence 



<220> 

<223> synthetic construct; VL MS-Roche#7.9H2 x 7.12L2 
<400> 53 

Asp lie val Leu Thr Gin Ser Pro Ala Thr Leu Ser Leu Ser Pro Gly 
15 10 15 

Glu Arg Ala Thr Leu Ser cys Arg Ala Ser Gin Arg Phe Phe Tyr Lys 
20 25 "30 

Tyr Leu Ala Trp Tyr Gin Gin Lys Pro Gly Gin Ala Pro Arg Leu Leu 
35 40 45 

lie Ser Gly Ser Ser Asn Arg Ala Thr Gly val Pro Ala Arg Phe Ser 
50 55 60 

Gly ser Gly Ser Gly Thr Asp Phe Thr Leu Thr lie Ser Ser Leu Glu 
65 70 75 80 

Pro Glu Asp Phe Ala Val Tyr Tyr Cys Leu Gin Leu Tyr Asn lie Pro 
85 90 95 

Asn Thr Phe Gly Gin Gly Thr Lys val Glu lie Lys Arg Thr 
100 105 110 



<210> 54 



<211> 
<212> 
<213> 



330 
DNA 

artificial sequence 



<220> 

<223> synthetic construct; VL MS-Roche#7.9H4 x 7.12L2 
<400> 54 

gatatcgtgc tgacccagag cccggcgacc ctgagcctgt ctccgggcga acgtgcgacc 60 

ctgagctgca gagcgagcca gcgttttttt tataagtatc tggcgtggta ccagcagaaa 120 

ccaggtcaag caccgcgtct attaatttct ggttcttcta accgtgcaac tggggtcccg 180 

gcgcgtttta gcggctctgg atccggcacg gattttaccc tgaccattag cagcctggaa 240 

cctgaagact ttgcggttta ttattgcctt cagctttata atattcctaa tacctttggc 300 

cagggtacga aagttgaaat taaacgtacg 330 

<210> 55 
<211> 110 
<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct; VL MS-Roche#7.9H4 x 7.12L2 
<400> 55 

Asp lie val Leu Thr Gin Ser Pro Ala Thr Leu Ser Leu Ser Pro Gly 
15 10 15 

Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser Gin Arg Phe Phe Tyr Lys 
20 25 30 

Tyr Leu Ala Trp Tyr Gin Gin Lys Pro Gly Gin Ala Pro Arg Leu Leu 
35 40 45 

lie Ser Gly Ser Ser Asn Arg Ala Thr Gly val Pro Ala Arg Phe Ser 
50 55 60 

Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr lie Ser Ser Leu Glu 
65 70 75 80 



Pro Glu Asp Phe Ala val Tyr Tyr Cys Leu Gin Leu Tyr Asn lie Pro 
85 90 95 



Asn Thr Phe Gly Gin Gly Thr Lys val Glu lie Lys Arg Thr 
100 105 110 



<210> 56 

<211> 330 

<212> DNA 

<213> artificial sequence 



<220> 

<223> synthetic construct; VL MS-Roche#7.1lHl x 7.11L1 
<400> 56 

gatatcgtgc tgacccagag cccggcgacc ctgagcctgt ctccgggcga acgtgcgacc 60 

ctgagctgca gagcgagcca gcgtattctt cgtatttatc tggcgtggta ccagcagaaa 120 

ccaggtcaag caccgcgtct attaatttat ggcgcgagca gccgtgcaac tggggtcccg 180 

gcgcgtttta gcggctctgg atccggcacg gattttaccc tgaccattag cagcctggaa 240 

cctgaagact ttgcgactta ttattgccag caggtttatt ctcctcctca tacctttggc 300 

cagggtacga aagttgaaat taaacgtacg 330 

<210> 57 

<211> 110 

<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct; VL MS-Roche#7.1lHl x 7.11L1 

<400> 57 

Asp lie val Leu Thr Gin Ser Pro Ala Thr Leu ser Leu Ser Pro Gly 
1 5 10 15 

Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser Gin Arg lie Leu Arg lie 
20 25 30 

Tyr Leu Ala Trp Tyr Gin Gin Lys Pro Gly Gin Ala Pro Arg Leu Leu 
35 40 45 



lie Tyr Gly Ala Ser Ser Arg Ala Thr Gly Val Pro Ala Arg Phe ser 
50 55 60 



Gly ser Gly ser Gly Thr Asp Phe Thr Leu Thr lie Ser Ser Leu Glu 
65 70 75 80 

Pro Glu Asp Phe Ala Thr Tyr Tyr Cys Gin Gin Val Tyr Ser Pro Pro 
85 90 95 

His Thr Phe Gly Gin Gly Thr Lys val Glu lie Lys Arg Thr 
100 105 110 

<210> 58 
<211> 330 
<212> DNA 

<213> artificial sequence 



<220> 

<223> synthetic construct; VL MS-Roche#7. 11H1 x 7.2L1 
<400> 58 

gatatcgtgc tgacccagag cccggcgacc ctgagcctgt ctccgggcga acgtgcgacc 60 

ctgagctgca gagcgagcca gtatgttgat cgtacttatc tggcgtggta ccagcagaaa 120 

ccaggtcaag caccgcgtct attaatttat ggcgcgagca gccgtgcaac tggggtcccg 180 

gcgcgtttta gcggctctgg atccggcacg gattttaccc tgaccattag cagcctggaa 240 

cctgaagact ttgcgactta ttattgccag cagatttatt cttttcctca tacctttggc 300 

cagggtacga aagttgaaat taaacgtacg 330 

<210> 59 
<211> 110 
<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct; VL MS-Roche#7.1lHl x 7.2L1 
<400> 59 

Asp He val Leu Thr Gin Ser Pro Ala Thr Leu Ser Leu Ser Pro Gly 
15 10 15 

Glu Arg Ala Thr Leu Ser cys Arg Ala Ser Gin Tyr val Asp Arg Thr 
20 25 30 



Tyr Leu Ala Trp Tyr Gin Gin Lys Pro Gly Gin Ala Pro Arg Leu Leu 



35 



40 



45 



lie Tyr Gly Ala ser Ser Arg Ala Thr Gly Val Pro Ala Arg Phe Ser 
50 55 60 

Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr lie Ser Ser Leu Glu 
65 70 75 80 

Pro Glu Asp Phe Ala Thr Tyr Tyr Cys Gin Gin lie Tyr Ser Phe Pro 
85 90 95 

His Thr Phe Gly Gin Gly Thr Lys val Glu lie Lys Arg Thr 
100 105 110 

<210> 60 
<211> 39 
<212> DNA 

<213> artificial sequence 
<220> 

<223> HCDR3 MS-Roche#3.6H5 x 3.6L2 
<400> 60 

cttactcatt atgctcgtta ttatcgttat tttgatgtt 

<210> 61 

<211> 13 

<212> PRT 

<213> artificial sequence 
<220> 

<223> HCDR3 MS-Roche#3.6H5 x 3.6L2 

<400> 61 

Leu Thr His Tyr Ala Arg Tyr Tyr Arg Tyr Phe Asp val 
1 5 " 10 

<210> 62 

<211> 39 

<212> DNA 

<213> artificial sequence 



<220> 

<223> HCDR3 MS-Roche#3.6H8 x 3.6L2 

<400> 62 

cttactcatt atgctcgtta ttatcgttat tttgatgtt 

<210> 63 

<211> 13 

<212> PRT 

<213> artificial sequence 
<220> 

<223> HCDR3 MS-Roche#3.6H8 x 3.6L2 

<400> 63 

Leu Thr His Tyr Ala Arg Tyr Tyr Arg Tyr Phe Asp val 
1 5 10 

<210> 64 

<211> 51 

<212> DNA 

<213> artificial sequence 
<220> 

<223> HCDR3 MS-Roche#7.4H2x7.2Ll 

<400> 64 

ggtaagggta atactcataa gccttatggt tatgttcgtt attttgatgt t 

<210> 65 

<211> 17 

<212> PRT 

<213> artificial sequence 
<220> 

<223> HCDR3 MS-Roche#7.4H2x7.2Ll 

<400> 65 

Gly Lys Gly Asn Thr His Lys Pro Tyr Gly Tyr val Arg Tyr Phe Asp 



1 



5 



10 



15 



Val 

<210> 66 

<211> 51 

<212> DNA 

<213> artificial sequence 
<220> 

<223> HCDR3 MS-Roche#7.9H2x7.12L2 

<400> 66 

ggtaagggta atactcataa gccttatggt tatgttcgtt attttgatgt t 

<210> 67 

<211> 17 

<212> PRT 

<213> artificial sequence 
<220> 

<223> HCDR3 MS-Roche#7.9H2x7.12L2 

<400> 67 

Gly Lys Gly Asn Thr His Lys Pro Tyr Gly Tyr Val Arg Tyr Phe Asp 
15 10 15 

val 

<210> 68 

<211> 51 

<212> DNA 

<213> artificial sequence 
<220> 

<223> HCDR3 MS-Roche#7.9H4x7.12L2 

<400> 68 

ggtaagggta atactcataa gccttatggt tatgttcgtt attttgatgt t 



<210> 69 

<211> 17 

<212> PRT 

<213> artificial sequence 
<220> 

<223> HCDR3 MS-Roche#7.9H4x7. 12L2 

<400> 69 

Gly Lys Gly Asn Thr His Lys Pro Tyr Gly Tyr val Arg Tyr Phe Asp 
1 5 10 15 

val 

<210> 70 

<211> 51 

<212> DNA 

<213> artificial sequence 
<220> 

<223> HCDR3 MS-Roche#7.1lHlx7.1lLl 

<400> 70 

ggtaagggta atactcataa gccttatggt tatgttcgtt attttgatgt t 

<210> 71 

<211> 17 

<212> PRT 

<213> artificial sequence 
<220> 

<223> HCDR3 MS-Roche#7.1lHlx7.1lLl 

<400> 71 

Gly Lys Gly Asn Thr His Lys Pro Tyr Gly Tyr Val Arg Tyr Phe Asp 
1 5 10 15 



val 



<210> 72 

<211> 51 

<212> DNA 

<213> artificial sequence 
<220> 

<223> HCDR3 MS-Roche#7.1lHlx7.2Ll 

<400> 72 

ggtaagggta atactcataa gccttatggt tatgttcgtt attttgatgt t 

<210> 73 

<211> 17 

<212> PRT 

<213> artificial sequence 
<220> 

<223> HCDR3 MS-Roche#7.1lHlx7.2Ll 

<400> 73 

Gly Lys Gly Asn Thr His Lys Pro Tyr Gly Tyr val Arg Tyr Phe Asp 
1 5 10 15 

val 

<210> 74 

<211> 24 

<212> DNA 

<213> artificial sequence 
<220> 

<223> LCDR3 MS-Roche#3 . 6H5 x 3.6L2 

<400> 74 

cagcagactt ataattatcc tcct 



<210> 75 



<211> 8 

<212> PRT 

<213> artificial sequence 
<220> 

<223> LCDR3 MS-Roche#3.6H5 x 3.6L2 

<400> 75 

Gin Gin Thr Tyr Asn Tyr Pro Pro 
1 5 

<210> 76 

<211> 24 

<212> DNA 

<213> artificial sequence 
<220> 

<223> LCDR3 MS-Roche#3.6H8 x 3.6L2 

<400> 76 

cagcagactt ataattatcc tcct 

<210> 77 

<211> 8 

<212> PRT 

<213> artificial sequence 
<220> 

<223> LCDR3 MS-Roche#3.6H8 x 3.6L2 

<400> 77 

Gin Gin Thr Tyr Asn Tyr Pro Pro 
1 5 

<210> 78 

<211> 24 

<212> DNA 

<213> artificial sequence 



<220> 

<223> LCDR3 MS-ROChe#7.4H2x7.2Ll 

<400> 78 

cagcagattt attcttttcc teat 

<210> 79 

<211> 8 

<212> PRT 

<213> artificial sequence 
<220> 

<223> LCDR3 MS-R0Che#7.4H2x7.2Ll 

<400> 79 

Gin Gin lie Tyr ser Phe Pro His 
1 5 

<210> 80 

<211> 24 

<212> DNA 

<213> artificial sequence 
<220> 

<223> LCDR3 MS-Roche#7.9H2x7.12L2 

<400> 80 

cttcagcttt ataatattcc taat 

<210> 81 

<211> 8 

<212> PRT 

<213> artificial sequence 
<220> 

<223> LCDR3 MS-Roche#7.9H2x7.12L2 

<400> 81 

Leu Gin Leu Tyr Asn lie Pro Asn 
1 5 



<210> 82 

<211> 24 

<212> DNA 

<213> artificial sequence 
<220> 

<223> LCDR3 MS-Roche#7.9H4x7.12L2 

<400> 82 

cttcagcttt ataatattcc taat 

<210> 83 

<211> 8 

<212> PRT 

<213> artificial sequence 
<220> 

<223> LCDR3 MS-Roche#7.9H4x7.12L2 

<400> 83 

Leu Gin Leu Tyr Asn lie Pro Asn 
1 5 

<210> 84 

<211> 24 

<212> DNA 

<213> artificial sequence 
<220> 

<223> LCDR3 MS-Roche#7.1lHlx7.1lLl 

<400> 84 

cagcaggttt attctcctcc teat 

<210> 85 

<211> 8 

<212> PRT 

<213> artificial sequence 



<220> 

<223> LCDR3 MS-Roche#7.1lHlx7.1lLl 

<400> 85 

Gin Gin val Tyr Ser Pro Pro His 
1 5 

<210> 86 

<211> 24 

<212> DNA 

<213> artificial sequence 
<220> 

<223> LCDR3 MS-Roche#7.1lHlx7.2Ll 

<400> 86 

cagcagattt attcttttcc teat 

<210> 87 

<211> 8 

<212> PRT 

<213> artificial sequence 
<220> 

<223> LCDR3 MS-Roche#7.1lHlx7.2Ll 

<400> 87 

Gin Gin lie Tyr ser Phe Pro His 
1 5 

<210> 88 

<211> 378 

<212> DNA 

<213> artificial sequence 



<220> 

<223> synthetic construct; vh MS-Roche#7.9H7 



<400> 88 
caggtgcaat 


tggtggaaag 


cggcggcggc ctggtgcaac cgggcggcag 

ZJ ZJ zj zj zj zj zj zj zj ZJ ZJ -J — / _/ — ' 


cctgcgtctg 


60 


agctgcgcgg 


cctccggatt 


tacctttagc agctatgcga tgagctgggt 


gcgccaagcc 


120 


cctgggaagg 


gtctcgagtg 


ggtgagcgct attaatgctt ctggtactcg 


tacttattat 


180 


gctgattctg 


ttaagggtcg 


ttttaccatt tcacgtgata attcgaaaaa 


caccctgtat 




ctgcaaatga 


acagcctgcg 


tgcggaagat acggccgtgt attattgcgc gcgtggtaag 


300 


ggtaatactc 


ataagcctta 


tggttatgtt cgttattttg atgtttgggg 


ccaaggcacc 


360 


ctggtgacgg 


ttagctca 






378 



<210> 89 

<211> 126 

<212> PRT 

<213> artificial sequence 



<220> 

<223> synthetic construct; vh MS-Roche#7.9H7 
<400> 89 

Gin val Gin Leu Val Glu Ser Gly Gly Gly Leu Val Gin Pro Gly Gly 
1 5 10 15 

Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Ser Ser Tyr 

20 i 25 30 

Ala Met Ser Trp Val Arg Gin Ala Pro Gly Lys Gly Leu Glu Trp val 
35 40 45 

Ser Ala lie Asn Ala Ser Gly Thr Arg Thr Tyr Tyr Ala Asp Ser val 
50 55 60 

Lys Gly Arg Phe Thr lie Ser Arg Asp Asn Ser Lys Asn Thr Leu Tyr 
65 70 75 80 

Leu Gin Met Asn Ser Leu Arg Ala Glu Asp Thr Ala val Tyr Tyr Cys 
85 90 95 

Ala Arg Gly Lys Gly Asn Thr His Lys Pro Tyr Gly Tyr val Arg Tyr 
100 105 110 

Phe Asp val Trp Gly Gin Gly Thr Leu val Thr val Ser Ser 
115 120 125 



<210> 90 



<211> 
<212> 
<213> 



330 
DNA 

arti f i ci al sequence 



<220> 

<223> synthetic construct; VL MS-Roche#7.9H7 
<400> 90 

gatatcgtgc tgacccagag cccggcgacc ctgagcctgt ctccgggcga acgtgcgacc 60 

ctgagctgca gagcgagcca gagcgtgagc agcagctatc tggcgtggta ccagcagaaa 120 

ccaggtcaag caccgcgtct attaatttat ggcgcgagca gccgtgcaac tggggtcccg 180 

gcgcgtttta gcggctctgg atccggcacg gattttaccc tgaccattag cagcctggaa 240 

cctgaagact ttgcgactta ttattgcctt cagatttata atatgcctat tacctttggc 300 

cagggtacga aagttgaaat taaacgtacg 330 

<210> 91 
<211> 110 
<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct; VL MS-Roche#7.9H7 
<400> 91 

Asp lie Val Leu Thr Gin Ser Pro Ala Thr Leu Ser Leu Ser Pro Gly 
15 10 15 

Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser Gin Ser val Ser Ser Ser 
20 25 30 

Tyr Leu Ala Trp Tyr Gin Gin Lys Pro Gly Gin Ala Pro Arg Leu Leu 
35 40 45 

lie Tyr Gly Ala Ser Ser Arg Ala Thr Gly Val Pro Ala Arg Phe Ser 
50 55 60 

Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr lie Ser Ser Leu Glu 
65 70 75 80 



Pro Glu Asp Phe Ala Thr Tyr Tyr Cys Leu Gin lie Tyr Asn Met Pro 
85 90 95 



He Thr Phe Gly Gin Gly Thr Lys val Glu lie Lys Arg Thr 
100 105 110 



<210> 92 

<211> 51 

<212> DNA 

<213> artificial sequence 
<220> 

<223> synthetic construct; HCDR3 MS-Roche#7.9H7 

<400> 92 

ggtaagggta atactcataa gccttatggt tatgttcgtt attttgatgt t 

<210> 93 

<211> 17 

<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct; HCDR3 MS-Roche#7.9H7 

<400> 93 

Gly Lys Gly Asn Thr His Lys Pro Tyr Gly Tyr val Arg Tyr Phe Asp 
1 5 10 15 

val 

<210> 94 

<211> 24 

<212> DNA 

<213> artificial sequence 
<220> 

<223> synthetic construct; LCDR3 MS-Roche#7.9H7 

<400> 94 

cttcagattt ataatatgcc tatt 



<210> 95 

<211> 8 

<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct; LCDR3 MS-Roche#7.9H7 

<400> 95 

Leu Gin lie Tyr Asn Met Pro lie 
1 5 

<210> 96 

<211> 12 

<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct; LCDRl of MS-Roche#3 

<400> 96 

Arg Ala Ser Gin ser val Ser Ser ser Tyr Leu Ala 
1 5 10 

<210> 97 

<211> 7 

<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct; LCDR2 of MS-Roche#3 

<400> 97 

Gly Ala Ser Ser Arg Ala Thr 
1 5 



<210> 98 
<211> 8 



<212> PRT 

<213> artificial sequence 



<220> 

<223> synthetic construct; LCDR3 of MS-Roche#3 

<400> 98 

Gin Gin val Tyr Asn Pro Pro val 
1 5 

<210> 99 

<211> 10 

<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct; HCDRl of MS-Roche#3 

<400> 99 

Gly Phe Thr Phe Ser Ser Tyr Ala Met Ser 
1 5 10 

<210> 100 

<211> 17 

<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct; HCDR2 of MS-Roche#3 

<400> 100 

Ala He Ser Gly Ser Gly Gly Ser Thr Tyr Tyr Ala Asp Ser val Lys 
1 5 10 15 

Gly 

<210> 101 

<211> 13 

<212> PRT 



<213> artificial sequence 



<220> 

<223> synthetic construct; HCDR3 of MS-Roche#3 

<400> 101 

Leu Thr His Tyr Ala Arg Tyr Tyr Arg Tyr Phe Asp val 
1 5 10 

<210> 102 

<211> 8 

<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct; LCDR3 of MS-Roche#3.1 

<400> 102 

Gin Gin val Tyr ser val Pro Pro 
1 5 

<210> 103 

<211> 8 

<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct; LCDR3 of MS-Roche#3.2 

<400> 103 

Gin Gin lie Tyr Ser Tyr Pro Pro 
1 5 

<210> 104 

<211> 8 

<212> PRT 

<213> artificial sequence 



<220> 

<223> synthetic construct; LCDR3 of MS-Roche#3.3 

<400> 104 

His Gin Met ser ser Tyr Pro Pro 
1 5 

<210> 105 

<211> 8 

<212> PRT 

<213> artificial sequence 



<220> 

<223> synthetic construct; LCDR3 of MS-Roche#3.4 

<400> 105 

Gin Gin Thr Tyr Asp Tyr Pro Pro 
1 5 

<210> 106 

<211> 8 

<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct; LCDR3 of MS-Roche#3.5 

<400> 106 

Gin Gin lie Tyr Asp Tyr Pro Pro 
1 5 

<210> 107 

<211> 8 

<212> PRT 

<213> artificial sequence 



<220> 
<223> 
<400> 



synthetic construct; LCDR3 of MS-Roche#3.6 
107 



Gin Gin Thr Tyr Asn Tyr Pro Pro 
1 5 



<210> 



108 



<211> 



17 



<212> 



PRT 



<213> artificial sequence 
<220> 

<223> synthetic construct; HCDR2 of MS-Roche#3.2Hl 

<400> 108 

Ala lie Ser Glu His Gly Leu Asn lie Tyr Tyr Ala Asp Ser val Lys 
1 5 10 15 

Gly 

<210> 109 

<211> 17 

<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct; HCDR2 of MS-Roche#3 . 2h2 

<400> 109 

Ala lie Ser Gin Arg Gly Gin Phe Thr Tyr Tyr Ala Asp Ser val Lys 
15 10 15 

Gly 

<210> 110 

<211> 17 

<212> PRT 

<213> artificial sequence 
<220> 



<223> synthetic construct; HCDR2 of MS-Roche#3.3Hl 
<400> 110 

Val lie Ser Glu Lys Ser Arg Phe lie Tyr Tyr Ala Asp Ser val Lys 
1 S 10 15 

Gly 

<210> 111 
<211> 17 
<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct; HCDR2 of MS-Roche#3. 3h2 
<400> 111 

val lie Ser Gin Glu Ser Gin Tyr Lys Tyr Tyr Ala Asp Ser val Lys 
15 10 15 

Gly 

<210> 112 

<211> 17 

<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct; HCDR2 of MS-Roche#3.3H3 

<400> 112 

Ala lie Ser Gin Asn Gly Phe His lie Tyr Tyr Ala Asp Ser val Lys 
1 5 10 15 

Gly 



<210> 113 
<211> 17 
<212> PRT 



<213> artificial sequence 



<220> 

<223> synthetic construct; HCDR2 of MS-Roche#3.4Hl 
<400> 113 

Ala lie Ser Glu Thr Ser lie Arg Lys Tyr Tyr Ala Asp Ser Val Lys 
15 10 15 

Gly 

<210> 114 

<211> 16 

<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct; HCDR2 of MS-Roche#3.4H2 

<400> 114 

val lie Asp Met val Gly His Thr Tyr Tyr Ala Asp Ser val Lys Gly 
1 5 10 15 

<210> 115 

<211> 17 

<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct; HCDR2 of MS-Roche#3.4H3 

<400> 115 

Val lie Ser Gin Thr Gly Arg Lys lie Tyr Tyr Ala Asp Ser val Lys 
1 5 10 15 

Gly 



<210> 116 



<211> 17 
<212> PRT 

<213> artificial sequence 



<220> 

<223> synthetic construct; HCDR2 of MS-Roche#3.4H4 
<400> 116 

Ala lie Ser Glu Thr Gly Met His lie Tyr Tyr Ala Asp Ser val Lys 
15 10 15 

Gly 

<210> 117 

<211> 17 

<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct; HCDR2 of MS-Roche#3.4H5 

<400> 117 

val lie ser Gin val Gly Ala His He Tyr Tyr Ala Asp Ser val Lys 
1 5 10 15 

Gly 

<210> 118 
<211> 17 
<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct; HCDR2 of MS-Roche#3.4H6 
<400> 118 

Ala He Ser Glu Ser Gly Trp Ser Thr Tyr Tyr Ala Asp ser val Lys 
15 10 15 



Gly 



<210> 119 

<211> 17 

<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct; HCDR2 of MS-Roche#3.4H7 

<400> 119 

val lie Ser Glu Thr Gly Lys Asn lie Tyr Tyr Ala Asp Ser val Lys 
1 5 10 15 

Gly 

<210> 120 

<211> 17 

<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct; HCDR2 of MS-Roche#3.4H8 

<400> 120 

Ala lie Ser Glu His Gly Arg Phe Lys Tyr Tyr Ala Asp Ser val Lys 
1 5 10 15 

Gly 

<210> 121 

<211> 17 

<212> PRT 

<213> artificial sequence 



<220> 



<223> synthetic construct; HCDR2 of MS-Roche#3.4H9 
<400> 121 

Ala He Ser Glu Ser Ser Lys Asn Lys Tyr Tyr Ala Asp Ser val Lys 
15 10 15 

Gly 

<210> 122 
<211> 17 
<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct; HCDR2 of MS-Roche#3 .4H10 
<400> 122 

Ala lie Ser Glu Ser Gly Arq Gly Lys Tyr Tyr Ala Asp Ser val Lys 
15 10 15 

Gly 

<210> 123 

<211> 17 

<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct; HCDR2 of MS-Roche#3.4Hll 

<400> 123 

Ala lie Ser Glu Phe Gly Lys Asn lie Tyr Tyr Ala Asp Ser Val Lys 
1 5 10 15 

Gly 



<210> 124 
<211> 17 
<212> PRT 



<213> artificial sequence 



<220> 

<223> synthetic construct; HCDR2 of MS-Roche#3.4Hl2 
<400> 124 

val lie Ser Gin Thr Gly Gin Asn lie Tyr Tyr Ala Asp ser val Lys 
15 10 15 

Gly 

<210> 125 

<211> 17 

<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct; HCDR2 of MS-Roche#3.4Hl3 

<400> 125 

Ala lie Ser Glu Gin Gly Arg Asn lie Tyr Tyr Ala Asp Ser val Lys 
1 5 10 15 

Gly 

<210> 126 
<211> 17 
<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct; HCDR2 of MS-Roche#3.4Hl4 
<400> 126 

Ala He Ser Glu ser Gly Gin Tyr Lys Tyr Tyr Ala Asp Ser val Lys 
15 10 15 

Gly 



<210> 127 

<211> 17 

<212> PRT 

<213> artificial sequence 



<220> » 

<223> synthetic construct; HCDR2 of MS-Roche#3.4Hl6 

<400> 127 

Ala He Ser Glu Ser Gly val Asn lie Tyr Tyr Ala Asp Ser val Lys 
15 10 15 

Gly 



<210> 128 

<211> 17 

<212> PRT 

<213> artificial sequence 



<220> 

<223> synthetic construct; HCDR2 of MS-Roche#3.4Hl7 
<400> 128 

Ala lie ser Glu Phe Gly Gin Phe lie Tyr Tyr Ala Asp ser val Lys 
1 5 10 15 

Gly 



<210> 129 

<211> 17 

<212> PRT 

<213> artificial sequence 



<220> 

<223> synthetic construct; HCDR2 of MS-Roche#3.4Hl8 
<400> 129 



Ala lie Ser Gin Gin Ser Asn Phe lie Tyr Tyr Ala Asp Ser val Lys 
15 10 15 



Gly 

<210> 130 

<211> 12 

<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct; LCDRl of MS-Roche#3.4L7 

<400> 130 

Arg Ala Ser Gin Arg Leu Gly Arg Leu Tyr Leu Ala 
1 5 10 

<210> 131 

<211> 12 

<212> PRT 

<213> artificial sequence 



<220> 

<223> synthetic construct; LCDRl of MS-Roche#3.4L8 

<400> 131 

Arg Ala Ser Gin Trp lie Thr Lys Ser Tyr Leu Ala 
1 5 10 

<210> 132 

<211> 12 

<212> PRT 

<213> artificial sequence 



<220> 

<223> synthetic construct; LCDRl of MS-Roche#3.4L9 
<400> 132 



Arg Ala Ser Arg Arg lie His val Tyr Tyr Leu Ala 
15 10 



<210> 133 

<211> 12 

<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct; LCDRl of MS-Roche#3.4Lll 

<400> 133 

Arg Ala Ser Gin Leu val Gly Arg Ala Tyr Leu Ala 
1 5 10 

<210> 134 

<211> 17 

<212> PRT 

<213> artificial sequence 



<220> 

<223> synthetic construct; HCDR2 of MS-Roche#3.6Hl 
<400> 134 

Val lie Ser Glu Ser Gly Gin Tyr Lys Tyr Tyr Ala Asp Ser val Lys 
15 10 15 

Gly 

<210> 135 

<211> 17 

<212> PRT 

<213> artificial sequence 



<220> 

<223> synthetic construct; HCDR2 of MS-Roche#3 . 6h2 
<400> 135 

val lie Ser Glu Arg Gly lie Asn Thr Tyr Tyr Ala Asp Ser val Lys 



15 



Gly 

<210> 136 

<211> 17 

<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct; HCDR2 of MS-Roche#3.6H3 

<400> 136 

val He Ser Glu Thr Gly Lys Phe lie Tyr Tyr Ala Asp Ser val Lys 
1 5 10 15 

Gly 

<210> 137 

<211> 17 

<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct; HCDR2 of MS-Roche#3.6H4 

<400> 137 

Ala lie Ser Glu Arg Gly Arg His lie Tyr Tyr Ala Asp Ser val Lys 
15 10 15 

Gly 

<210> 138 

<211> 17 

<212> PRT 

<213> artificial sequence 



<220> 

<223> synthetic construct; HCDR2 of MS-Roche#3.6H5 

<400> 138 

Ala lie ser Glu ser Gly Lys Thr Lys Tyr Tyr Ala Asp Ser val Lys 
1 5 10 15 

Gly 

<210> 139 

<211> 17 

<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct; HCDR2 of MS-Roche#3 . 6H6 

<400> 139 

Ala lie Ser Glu His Gly Thr Asn lie Tyr Tyr Ala Asp ser val Lys 
1 5 10 15 

Gly 

<210> 140 

<211> 17 

<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct; HCDR2 of MS-Roche#3.6H8 

<400> 140 

Ala He Ser Glu Tyr Ser Lys Phe Lys Tyr Tyr Ala Asp Ser val Lys 
15 10 15 

Gly 



<210> 141 
<211> 12 



<212> PRT 

<213> artificial sequence 



<220> 

<223> synthetic construct; LCDRl of MS-Roche#3.6Ll 
<400> 141 

Arg Ala Ser Gin Phe lie Gin Arg Phe Tyr Leu Ala 
1 5 10 

<210> 142 
<211> 12 
<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct; LCDRl of MS-Roche#3.6L2 
<400> 142 

Arg Ala Ser Gin Phe Leu Ser Arg Tyr Tyr Leu Ala 
15 10 

<210> 143 
<211> 12 
<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct; LCDRl of MS-Roche#7 
<400> 143 

Arg Ala Ser Gin Ser val Ser ser Ser Tyr Leu Ala 
15 10 

<210> 144 

<211> 7 

<212> PRT 

<213> artificial sequence 



<220> 

<223> synthetic construct; LCDR2 of MS-Roche#7 

<400> 144 

Gly Ala Ser ser Arg Ala Thr 
1 5 

<210> 145 

<211> 8 

<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct; LCDR3 of MS-Roche#7 

<400> 145 

Phe Gin Leu Tyr Ser Asp Pro Phe 
15 

<210> 146 

<211> 10 

<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct; HCDRl of MS-Roche#7 

<400> 146 

Gly Phe Thr Phe Ser ser Tyr Ala Met Ser 
1 5 10 

<210> 147 

<211> 17 

<212> PRT 

<213> artificial sequence 



<220> 

<223> synthetic construct; HCDR2 of MS-Roche#7 



<400> 147 

Ala lie Ser Gly Ser Gly Gly Ser Thr Tyr Tyr Ala Asp Ser val Lys 
1 5 10 15 

Gly 



<210> 148 

<211> 17 

<212> PRT 

<213> artificial sequence 



<220> 

<223> synthetic construct; HCDR3 of MS-Roche#7 

<400> 148 

Gly Lys Gly Asn Thr His Lys Pro Tyr Gly Tyr val Arg Tyr Phe Asp 
1 5 10 15 

val 

<210> 149 

<211> 8 

<212> PRT 

<213> artificial sequence 



<220> 

<223> synthetic construct; LCDR3 of MS-Roche#7.1 

<400> 149 

His Gin Leu Tyr ser Ser Pro Tyr 

<210> 150 

<211> 8 

<212> PRT 

<213> artificial sequence 



<220> 

<223> synthetic construct; LCDR3of MS-Roche#7.2 

<400> 150 

Gin Gin lie Tyr Ser Phe Pro His 
1 5 

<210> 151 

<211> 8 

<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct; LCDR3 of MS-Roche#7.3 

<400> 151 

His Gin val Tyr Ser His Pro Phe 
1 5 

<210> 152 

<211> 8 

<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct; LCDR3 of MS-Roche#7.4 

<400> 152 

Gin Gin lie Tyr Asn Phe Pro His 
1 5 

<210> 153 

<211> 8 

<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct; LCDR3 of MS-Roche#7.5 

<400> 153 



His Gin val Tyr Ser Ser Pro Phe 
1 5 



<210> 154 

<211> 8 

<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct; LCDR3 of MS-Roche#7.6 

<400> 154 

His Gin Leu Tyr Ser Pro Pro Tyr 
1 5 

<210> 155 

<211> 8 

<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct; LCDR3 of MS-Roche#7.7 

<400> 155 

His Gin val Tyr ser Ala Pro Phe 
1 5 

<210> 156 

<211> 8 

<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct; LCDR3 of MS-Roche#7.8 

<400> 156 

His Gin val Tyr Ser Phe Pro lie 
1 5 



<210> 157 

<211> 8 

<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct; LCDR3 of MS-Roche#7.9 

<400> 157 

Leu Gin lie Tyr Asn Met Pro lie 
1 5 

<210> 158 e 

<211> 8 

<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct; LCDR3 of MS-Roche#7.10 

<400> 158 

Gin Gin val Tyr Asn Pro Pro His 
1 5 

<210> 159 

<211> 8 

<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct; LCDR3 of MS-Roche#7.11 

<400> 159 

Gin Gin val Tyr Ser Pro Pro His 
1 5 



<210> 160 
<211> 12 
<212> PRT 



<213> artificial sequence 



<220> 

<223> synthetic construct; LCDRl of MS-Roche#7.12 

<400> 160 

Arg Ala Ser Gin Tyr Val Ser Ser Pro Tyr Leu Ala 
15 10 

<210> 161 

<211> 7 

<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct; LCDR2 of MS-Roche#7.12 

<400> 161 

Gly Ser ser Asn Arg Ala Thr 
1 5 

<210> 162 

<211> 8 

<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct; LCDR3 of MS-Roche#7.12 

<400> 162 

Leu Gin Leu Tyr Asn lie Pro Asn 
1 5 

<210> 163 

<211> 10 

<212> PRT 

<213> artificial sequence 



<220> 

<223> synthetic construct; HCDRl of MS-Roche#7.12 

<400> 163 

Gly Phe Thr Phe Ser ser Tyr Gly Met Ser 
1 5 10 

<210> 164 

<211> 17 

<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct; HCDR2 of MS-Roche#7.12 

<400> 164 

Asn lie ser Gly Ser Gly Ser Ser Thr Tyr Tyr Ala Asp Ser val Lys 
1 5 10 15 

Gly 

<210> 165 

<211> 17 

<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct; HCDR3 of MS-Roche#7.12 

<400> 165 

Gly Lys Gly Asn Thr His Lys Pro Tyr Gly Tyr val Arg Tyr Phe Asp 
1 5 10 15 

val 

<210> 166 

<211> 8 

<212> PRT 

<213> artificial sequence 



<220> 

<223> synthetic construct; LCDR3 of MS-Roche#7.13 
<400> 166 

His Gin val Tyr Ser Pro Pro Phe 
1 5 

<210> 167 
<211> 17 
<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct; HCDR2 of MS-Roche#7.2Hl 
<400> 167 

Ala lie Asn Ala Asn Gly Leu Lys Lys Tyr Tyr Ala Asp Ser val Lys 
15 10 15 

Gly 

<210> 168 

<211> 17 

<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct; HCDR2 of MS-Roche#7.2H2 

<400> 168 

Ala lie Asn Gly Thr Gly Met Lys Lys Tyr Tyr Ala Asp ser val Lys 
1 5 10 15 

Gly 



<210> 169 
<211> 17 



<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct; HCDR2 of MS-Roche#7.2H3 

<400> 169 

Ala lie Asn Ala Asn Gly Tyr Lys Thr Tyr Tyr Ala Asp Ser val Lys 
15 10 15 

Gly 

<210> 170 

<211> 17 

<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct; HCDR2 of MS-Roche#7.2H4 

<400> 170 

Ala lie Asn Ser Lys Gly ser Arg lie Tyr Tyr Ala Asp Ser val Lys 
1 5 10 15 

Gly 

<210> 171 

<211> 17 

<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct; HCDR2 of MS-Roche#7.2H5 

<400> 171 

Ala lie Asn Ala Thr Gly Arg Ser Lys Tyr Tyr Ala Asp Ser val Lys 
1 5 10 15 



Gly 



<210> 172 

<211> 17 

<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct; HCDR2 of MS-Roche#7.2H6 

<400> 172 

Ala lie Asn Ala Arg Gly Asn Arg Thr Tyr Tyr Ala Asp Ser val Lys 
1 5 10 15 

Gly 

<210> 173 

<211> 17 

<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct; HCDR2 of MS-Roche#7.2H7 

<400> 173 

Ala lie Asn Ser Arg Gly Ser Asp Thr His Tyr Ala Asp Ser val Lys 
15 10 15 

Gly 

<210> 174 

<211> 17 

<212> PRT 

<213> artificial sequence 



<220> 

<223> synthetic construct; HCDR2 of MS-Roche#7.2H8 



<400> 174 

Ala lie Asn Ala Ser Gly His Lys Thr Tyr Tyr Ala Asp Ser val Lys 
1 5 10 15 

Gly 

<210> 175 

<211> 12 

<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct; lcdrI of MS-Roche#7.2Ll 

<400> 175 

Arg Ala Ser Gin Tyr val Asp Arg Thr Tyr Leu Ala 
1 5 10 

<210> 176 

<211> 12 

<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct; lcdrI of MS-Roche#7.2i_2 

<400> 176 

Arg Ala Ser Gin Tyr lie Ser Phe Arg Tyr Leu Ala 
1 5 10 

<210> 177 

<211> 12 

<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct; LCDRI of MS-Roche#7. 2L4 

<400> 177 



Arg Ala Ser Gin Phe lie Arg Arg ser Tyr Leu Ala 
1 5 " 10 



<210> 178 

<211> 8 

<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct; LCDR3 of MS-Roche#7. 3H1 

<400> 178 

His Gin val Tyr Ser His Pro Phe 
1 5 

<210> 179 

<211> 17 

<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct; HCDR2 of MS-Roche#7. 3Hl 

<400> 179 

Ala lie Ser Ala lie Ser Asn Lys Thr Tyr Tyr Ala Asp Ser val Lys 
1 5 10 15 

Gly 

<210> 180 

<211> 12 

<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct; LCDRl of MS-Roche#7.3Ll 

<400> 180 



Arg Ala Ser Gin Tyr Leu His Tyr Gly Tyr Leu Ala 
1 5 10 



<210> 181 

<211> 17 

<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct; HCDR2 of MS-Roche#7.4Hl 

<400> 181 

Ala lie Asn Ala Thr Gly Tyr Arg Thr Tyr Tyr Ala Asp Ser val Lys 
1 5 10 15 

Gly 

<210> 182 

<211> 17 

<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct; HCDR2 of MS-Roche#7.4H2 

<400> 182 

Ala lie Asn Tyr Asn Gly Ala Arg lie Tyr Tyr Ala Asp Ser Val Lys 
1 5 ' " 10 15 

Gly 

<210> 183 

<211> 8 

<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct; LCDR3 of MS-Roche#7.9Hl 



<400> 183 

Leu Gin lie Tyr Asn Met Pro lie 
1 5 

<210> 184 
<211> 17 
<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct; HCDR2 of MS-Roche#7.9Hl 
<400> 184 

Ala lie Asn Ala Asn Gly Gin Arg Lys Phe Tyr Ala Asp Ser val Lys 
15 10 15 

Gly 

<210> 185 
<211> 17 
<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct; HCDR2 of MS-Roche#7.9H2 
<400> 185 

Ala lie Asn Ala Asp Gly Asn Arg Lys Tyr Tyr Ala Asp Ser val Lys 
15 10 15 

Gly 

<210> 186 

<211> 17 

<212> PRT 

<213> artificial sequence 



<220> 

<223> synthetic construct; HCDR2 of MS-Roche#7.9H3 

<400> 186 

Ala lie Asn Tyr Gin Gly Asn Arg Lys Tyr Tyr Ala Asp Ser val Lys 
1 5 10 15 

Gly 

<210> 187 

<211> 17 

<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct; HCDR2 of MS-Roche#7.9H4 

<400> 187 

Ala lie Asn Ala Val Gly Met Lys Lys Phe Tyr Ala Asp Ser val Lys 
1 5 10 15 

Gly 

<210> 188 

<211> 17 

<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct; HCDR2 of MS-Roche#7.9H5 

<400> 188 

Ala lie Asn His Ala Gly Asn Lys Lys Tyr Tyr Ala Asp Ser val Lys 
15 10 15 

Gly 



<210> 189 
<211> 12 



<212> PRT 

<213> artificial sequence 



<220> 

<223> synthetic construct; LCDRl of MS-Roche#7.9Ll 
<400> 189 

Arg Ala Ser Gin Arg Leu Ser Pro Arg Tyr Leu Ala 
1 5 10 

<210> 190 
<211> 12 
<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct; LCDRl of MS-Roche#7.9L2 
<400> 190 

Arg Ala Ser Gin Tyr Leu His Lys Arg Tyr Leu Ala 
15 10 

<210> 191 
<211> 17 
<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct; HCDR2 of MS-Roche#7.9H6 

I 

<400> 191 

Ala lie Asn Ala Ser Gly Arg Leu Thr Tyr Tyr Ala Asp ser val Lys 
1 5 10 15 

Gly 

<210> 192 
<211> 17 



<212> PRT 

<213> artificial sequence 



<220> 

<223> synthetic construct; HCDR2 of MS-Roche#7.9H7 

<400> 192 

Ala lie Asn Ala Ser Gly Thr Arg Thr Tyr Tyr Ala Asp Ser Val Lys 
1 5 10 15 

Gly 

<210> 193 

<211> 17 

<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct; HCDR2 of MS-Roche#7.9H8 

<400> 193 

Ala lie Asn Ala Ser Gly Ser Lys lie Tyr Tyr Ala Asp Ser val Lys 
15 10 15 

Gly 

<210> 194 

<211> 17 

<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct; HCDR2 of MS-Roche#7 .9h9 

<400> 194 

Ala lie Asn Gly Lys Gly Asn Lys Lys Tyr Tyr Ala Asp Ser Val Lys 
1 5 10 15 

Gly 



<210> 195 

<211> 17 

<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct; HCDR2 of MS-Roche#7. llHl 

<400> 195 

Gly lie' Asn Ala Ala Gly Phe Arg Thr Tyr Tyr Ala Asp Ser val Lys 
1 5 10 15 

Gly 

<210> 196 

<211> 17 

<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct; HCDR2 of MS-Roche#7.1lH2 

<400> 196 

Ala lie Asn Ala Asn Gly Tyr Lys Lys Tyr Tyr Ala Asp Ser Val Lys 
1 5 10 15 

Gly 

<210> 197 

<211> 17 

<212> PRT 

<213> artificial sequence 



<220> 

<223> synthetic construct; HCDR2 of MS-Roche#7. 11H3 



<400> 197 

Gly lie Asn Ala Asn Gly Asn Arg Thr Tyr Tyr Ala Asp Ser val Lys 
1 5 10 15 

Gly 

<210> 198 

<211> 17 

<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct; HCDR2 of MS-Roche#7. 11H4 

<400> 198 

Ala lie Asn Ala Asn Gly Tyr Lys Thr Tyr Tyr Ala Asp Ser val Lys 
1 5 10 15 

Gly 

<210> 199 

<211> 17 

<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct; HCDR2 of MS-Roche#7.1lH5 

<400> 199 

Ala lie Asn Ala His Gly Gin Arg Thr Tyr Tyr Ala Asp ser val Lys 
1 5 "10 15 

Gly 

<210> 200 

<211> 12 

<212> PRT 

<213> artificial sequence 



<220> 

<223> synthetic construct; LCDRl of MS-Roche#7.1lLl 

<400> 200 

Arg Ala Ser Gin Arg lie Leu Arg lie Tyr Leu Ala 
15 10 

<210> 201 

<211> 12 

<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct; LCDRl of MS-Roche#7.12Hl 

<400> 201 

Arg Ala Ser Gin Tyr Val Phe Arg Arg Tyr Leu Ala 
1 5 10 

<210> 202 

<211> 8 

<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct; LCDR3 of MS-Roche#7.12Hl 

<400> 202 

Leu Gin Leu Tyr Asn lie Pro Asn 
1 5 

<210> 203 

<211> 10 

<212> PRT 

<213> artificial sequence 



<220> 



<223> synthetic construct; HCDRl of MS-Roche#7.12Hl 

<400> 203 

Gly Phe Thr Phe Ser Ser Tyr Gly Met ser 
1 5 10 

<210> 204 

<211> 17 

<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct; HCDR2 of MS-Roche#7.12Hl 

<400> 204 

Asn lie Asn Gly Asn Gly Asn Arg Lys Tyr Tyr Ala Asp Ser val Lys 
1 5 10 15 

Gly 

<210> 205 

<211> 17 

<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct; HCDR2 of MS-Roche#7.12Ll 

<400> 205 

Asn lie Ser Gly Ser Gly Ser Ser Thr Tyr Tyr Ala Asp Ser val Lys 
1 5 10 15 

Gly 

<210> 206 

<211> 12 

<212> PRT 

<213> artificial sequence 



<220> 

<223> synthetic construct; LCDRl of MS-Roche#7.12L2 
<400> 206 

Arg Ala Ser Gin Arg Phe Phe Tyr Lys Tyr Leu Ala 
1 5 10 

<210> 207 
<211> 12 
<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct; LCDRl of MS-Roche#7.12L3 
<400> 207 

Arg Ala Ser Gin Phe val Arg Arg Gly Phe Leu Ala 
15 10 

<210> 208 

<211> 12 

<212> PRT 

<213> artificial sequence 



<220> 

<223> synthetic construct; LCDRl of MS-Roche#7.12L4 

<400> 208 

Arg Ala Ser Gin Arg Leu Lys Arg Ser Tyr Leu Ala 
1 5 * " 10 

<210> 209 

<211> 12 

<212> PRT 

<213> artificial sequence 



<220> 

<223> synthetic construct; LCDRl of MS-Roche#7.12L6 



<400> 209 

Arg Ala Ser Gin Tyr Leu Trp Tyr Arg Tyr Leu Ala 
1 5 10 



<210> 210 

<211> 12 

<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct; LCDRl of MS-Roche#7.12L7 

<400> 210 

Arg Ala Ser Gin Trp lie Arg Lys Thr Tyr Leu Ala 
1 5 10 

<210> 211 

<211> 12 

<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct; LCDRl of MS-Roche#8 

<400> 211 

Arg Ala Ser Gin ser val Ser Ser ser Tyr Leu Ala 
1 5 10 

<210> 212 

<211> 7 

<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct; LCDR2 of MS-Roche#8 

<400> 212 

Gly Ala Ser Ser Arg Ala Thr 
1 5 



<210> 213 

<211> 8 

<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct; LCDR3 of MS-Roche#8 

<400> 213 

Gin Gin Leu Ser Ser Phe Pro Pro 
1 5 

<210> 214 

<211> 10 

<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct; HCDRl of MS-Roche#8 

<400> 214 

Gly Phe Thr Phe Ser ser Tyr Ala Met Ser 
15 10 

<210> 215 

<211> 17 

<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct; HCDR2 of MS-Roche#8 

<400> 215 

Ala He Ser Gly Ser Gly Gly ser Thr Tyr Tyr Ala Asp Ser val Lys 
1 5 10 15 



Gly 



<210> 216 

<211> 15 

<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct; HCDR3 of MS-Roche#8 

<400> 216 

Leu Leu Ser Arg Gly Tyr Asn Gly Tyr Tyr His Lys Phe Asp val 
15 10 15 

<210> 217 

<211> 8 

<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct; LCDR3 of MS-Roche#8.1 

<400> 217 

Gin Gin Leu Ser Asn Tyr Pro Pro 
1 5 

<210> 218 

<211> 8 

<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct; LCDR3 of MS-Roche#8.2 

<400> 218 

Gin Gin Leu Ser Ser Tyr Pro Pro 
1 5 



<210> 219 
<211> 17 
<212> PRT 



<213> artificial sequence 



<220> 

<223> synthetic construct; HCDR2 of MS-Roche#8.lHl 
<400> 219 

Ala lie Ser Arg ser Gly Ser Asn lie Tyr Tyr Ala Asp Ser val Lys 
1 5 10 15 

Gly 

<210> 220 

<211> 8 

<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct; LCDR3 of MS-Roche#8.2Hl 

<400> 220 

Gin Gin Leu Ser ser Tyr Pro Pro 
1 5 

<210> 221 

<211> 17 

<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct; HCDR2 of MS-Roche#8.2Hl 

<400> 221 

Ala lie Ser lie Thr Gly Arg Arg Lys Tyr Tyr Ala Asp Ser val Lys 
1 5 10 15 

Gly 



<210> 222 



<211> 17 

<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct; HCDR2 of MS-Roche#8.2H2 

<400> 222 

Ala lie Ser Arg Thr Gly Ser Lys Thr Tyr Tyr Ala Asp Ser Val Lys 
1 5 10 15 

Gly 

<210> 223 

<211> 16 

<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct; HCDR2 of MS-Roche#8.2H4 

<400> 223 

Ala Thr ser val Lys Gly Lys Thr Tyr Tyr Ala Asp Ser val Lys Gly 
1 5 10 15 

<210> 224 

<211> 12 

<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct; LCDRl of MS-Roche#8. 2L1 

<400> 224 

Arg Ala Ser Gin Arg val Ser Gly Arg Tyr Leu Ala 
15 10 



<210> 225 
<211> 109 



<212> 
<213> 



PRT 

artificial sequence 



<220> 

<223> synthetic construct; vl kappal 
<220> 

<221> MISC_FEATURE 
<222> (96) . . (96) 

<223> Xaa = any amino acid of a mixture of Ala, Asp, Glu, Phe, Gly, His 
, lie, Lys, Leu, Met, Asn, Pro, Gin, Arg, Ser, Thr, val , Trp, or 
Tyr 

<220> 

<221> MISC_FEATURE 
<222> (93).. (93) 

<223> xaa = any amino acid of a mixture of Ala, Asp, Gly, His, Leu, Asn 
or Ser 

<220> 

<221> MISC_FEATURE 
<222> (92) . . (92) 

<223> xaa = any amino acid of a mixture of Asp, Gly, Asn, Ser or Tyr 
<220> 

<221> MISC_FEATURE 
<222> (91) . . (91) 

<223> xaa = any amino acid of a mixture of Ala, Asp, Glu, Phe, Gly, His 
, lie, Lys, Leu, Met, Asn, Gin, Arg, Ser, Thr, Val, Trp or Tyr 

<220> 

<221> MISC_FEATURE 
<222> (89) . . (89) 

<223> Xaa = any amino acid of a mixture of Phe, His, lie, Leu, Met or G 
In, 



<220> 

<221> MISC_FEATURE 

<222> (85).. (85) 

<223> Xaa = can be Thr or Val 

<220> 

<221> MISC_FEATURE 
<222> (94) . . (94) 

<223> Xaa = any amino acid of a mixture of Ala, Asp, Glu, Phe, Gly, His 
, lie, Lys, Leu, Met, Asn, Pro, Gin, Arg, Ser, Thr, val, Trp, or 
Tyr 

<220> 

<221> MISC_FEATURE 
<222> (95).. (95) 

<223> xaa = any amino acid of a mixture of Leu, Pro or Ser 
<400> 225 

Asp lie Gin Met Thr Gin Ser Pro Ser Ser Leu Ser Ala Ser Val Gly 
1 5 10 15 

Asp Arg val Thr lie Thr cys Arg Ala Ser Gin Gly lie Ser Ser Tyr 
20 25 30 

Leu Ala Trp Tyr Gin Gin Lys Pro Gly Lys Ala Pro Lys Leu Leu lie 
35 40 45 

Tyr Ala Ala Ser ser Leu Gin Ser Gly val Pro Ser Arg Phe Ser Gly 
50 55 60 

Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr lie Ser Ser Leu Gin Pro 
65 70 75 80 

Glu Asp Phe Ala xaa Tyr Tyr Cys xaa Gin xaa xaa Xaa xaa xaa xaa 
85 90 95 

Thr Phe Gly Gin Gly Thr Lys Val Glu lie Lys Arg Thr 
100 105 



<210> 226 



<211> 
<212> 
<213> 



114 
PRT 

arti f i ci al sequence 



<220> 

<223> synthetic construct; VL kappa2 
<220> 

<221> mi sc_f eature 
<222> (101) . . (101) 

<223> xaa = any amino acid of a mixture of Ala, Asp, Glu, Phe, Gly, His 
, lie, Lys, Leu, Met, Asn, Pro, Gin, Arg, Sec, Thr, Val , Trp, or 
Tyr 

<220> 

<221> mi sc_f eature 
<222> (94) . . (94) 

<223> xaa = any amino acid of a mixture of Phe, His, lie, Leu, Met or G 
In, 

<220> 

<221> mi sc_f eature 
<222> (96) . . (96) 

<223> Xaa = any amino acid of a mixture of Ala, Asp, Glu, Phe, Gly, His 
, lie, Lys, Leu, Met, Asn, Gin, Arg, ser, Thr, val, Trp or Tyr 

<220> 

<221> mi sc_f eature 
<222> (97).. (97) 

<223> xaa = any amino acid of a mixture of Asp, Gly, Asn, Ser or Tyr 
<220> 

<221> mi sc_f eature 
<222> (98) . . (98) 

<223> xaa = any amino acid of a mixture of Ala, Asp, Gly, His, Leu, Asn 
or ser 



<220> 

<221> mi sc_f eature 
<222> (99) . . (99) 

<223> xaa = any amino acid of a mixture of Ala, Asp, Glu, Phe, Gly, His 
, lie, Lys, Leu, Met, Asn, Pro, Gin, Arg, Ser, Thr, val , Trp, or 
Tyr 



<220> 

<221> mi sc_f eature 

<222> (100) . . (100) 

<223> Xaa = any amino acid of a mixture of Leu, Pro or Ser 



<400> 226 

Asp lie Val Met Thr Gin Ser Pro Leu Ser Leu Pro val Thr Pro Gly 
1 5 10 15 

Glu Pro Ala Ser lie Ser Cys Arg Ser Ser Gin Ser Leu Leu His Ser 
20 25 30 

Asn Gly Tyr Asn Tyr Leu Asp Trp Tyr Leu Gin Lys Pro Gly Gin Ser 
35 40 45 

Pro Gin Leu Leu lie Tyr Leu Gly Ser Asn Arg Ala Ser Gly val Pro 
50 55 60 

Asp Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Lys lie 
65 70 75 80 

Ser Arg val Glu Ala Glu Asp val Gly val Tyr Tyr Cys xaa Gin xaa 
85 90 95 

xaa xaa xaa xaa xaa Thr Phe Gly Gin Gly Thr Lys val Glu lie Lys 
100 105 110 

Arg Thr 



<210> 227 

<211> 110 

<212> PRT 

<213> -artificial sequence 



<220> 

<223> synthetic construct; VL kappa3 
<220> 

<221> mi sc_f eature 

<222> (97) . . (97) 

<223> Xaa = any amino acid of a mixture of Ala, Asp, Glu, Phe, Gly, His 
, lie, Lys, Leu, Met, Asn, Pro, Gin, Arg, ser, Thr, val , Trp, or 
Tyr 

<220> 

<221> mi sc_f eature 

<222> (90) . . (90) 

<223> xaa = any amino acid of a mixture of Phe, His, lie, Leu, Met or G 
In, 

<220> 

<221> mi sc_f eature 

<222> (86). .(86) 

<223> xaa = Thr or val 

<220> 

<221> mi sc_f eature 

<222> (92).. (92) 

<223> xaa = any amino acid of a mixture of Ala, Asp, Glu, Phe, Gly, His 
, He, Lys, Leu, Met, Asn, Gin, Arg, Ser, Thr, val, Trp or Tyr 

<220> 

<221> mi sc_f eature 

<222> (93).. (93) 

<223> xaa = any amino acid of a mixture of Asp, Gly, Asn, Ser or Tyr 
<220> 

<221> mi sc_f eature 



<222> (94) . . (94) 

<223> xaa = any amino acid of a mixture of Ala, Asp, Gly, His, Leu, Asn 
or Ser 

<220> 

<221> misc_feature 
<222> (95).. (95) 

<223> xaa = any amino acid of a mixture of Ala, Asp, Glu, Phe, Gly, His 
, lie, Lys, Leu, Met, Asn, Pro, Gin, Arg, ser, Thr, val , Trp, or 
Tyr 

<220> 

<221> misc_feature 
<222> (96).. (96) 

<223> Xaa = any amino acid of a mixture of Leu, Pro or Ser 
<400> 227 

Asp lie Val Leu Thr Gin Ser Pro Ala Thr Leu ser Leu Ser Pro Gly 
15 10 15 

Glu Arg Ala Thr Leu Ser cys Arg Ala Ser Gin Ser val Ser Ser Ser 
20 25 30 

Tyr Leu Ala Trp Tyr Gin Gin Lys Pro Gly Gin Ala Pro Arg Leu Leu 
35 40 45 

lie Tyr Gly Ala Ser Ser Arg Ala Thr Gly Val Pro Ala Arg Phe Ser 
50 55 60 

Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr lie Ser Ser Leu Glu 
65 70 75 80 

.Pro Glu Asp Phe Ala xaa Tyr Tyr Cys xaa Gin xaa xaa xaa xaa xaa 
85 * 90 95 

Xaa Thr Phe Gly Gin Gly Thr Lys Val Glu lie Lys Arg Thr 
100 105 110 

<210> 228 
<211> 115 
<212> PRT 



<213> artificial sequence 
<220> 

<223> synthetic construct; VL kappa4 
<220> 

<221> MISC_FEATURE 
<222> (102) . . (102) 

<223> xaa = any amino acid of a mixture of Ala, Asp, Glu, Phe, Gly, His 
, lie, Lys, Leu, Met, Asn, Pro, Gin, Arg, ser, Thr, val , Trp, or 
Tyr 

<220> 

<221> MISC_FEATURE 
<222> (95).. (95) 

<223> xaa = any amino acid of a mixture of Phe, His, lie, Leu, Met or G 
In, 

<220> 

<221> MISC_FEATURE 
<222> (97). .(97) 

<223> Xaa = any amino acid of a mixture of Ala, Asp, Glu, Phe, Gly, His 
, lie, Lys, Leu, Met, Asn, Gin, Arg, Ser, Thr, val, Trp or Tyr 

<220> 

<221> MISC_FEATURE 
<222> (98).. (98) 

<223> xaa = any amino acid of a mixture of Asp, Gly, Asn, ser or Tyr 
<220> 

<221> MISC_FEATURE 
<222> (99) . . (99) 

<223> xaa = any amino acid of a mixture of Ala, Asp, Gly, His, Leu, Asn 
or ser 

<220> 



<221> MISC_FEATURE 
<222> (100) . . (100) 

<223> xaa = any amino acid of a mixture of Ala, Asp, Glu, Phe, Gly, His 
, lie, Lys, Leu, Met, Asn, Pro, Gin, Arg, ser, Thr, Val, Trp, or 
Tyr 

<220> 

<221> MISC_FEATURE 
<222> (101) . . (101) 

<223> xaa = any amino acid of a mixture of Leu, Pro or Ser 
<400> 228 

Asp lie val Met Thr Gin ser Pro Asp Ser Leu Ala val Ser Leu Gly 
15 10 15 

Glu Arg Ala Thr lie Asn cys Arg ser Ser Gin Ser val Leu Tyr Ser 
20 25 30 

Ser Asn Asn Lys Asn Tyr Leu Ala Trp Tyr Gin Gin Lys Pro Gly Gin 
35 40 45 

Pro Pro Lys Leu Leu lie Tyr Trp Ala Ser Thr Arg Glu Ser Gly Val 
50 55 60 

Pro Asp Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr 
65 70 75 80 

lie Ser Ser Leu Gin Ala Glu Asp val Ala val Tyr Tyr Cys xaa Gin 
85 90 95 

xaa xaa Xaa xaa xaa Xaa Thr Phe Gly Gin Gly Thr Lys val Glu lie 
100 105 110 

Lys Arg Thr 
115 

<210> 229 

<211> 111 

<212> PRT 

<213> artificial sequence 
<220> 



<223> synthetic construct; VL lambdal 
<220> 

<221> MISC_FEATURE 

<222> (99) . . (99) 

<223> Xaa = any amino acid 

<220> 

<221> MISC_FEATURE 

<222> (97) . . (98) 

<223> Xaa = any amino acid except a Cys or a deletion 
<220> 

<221> MISC_FEATURE 

<222> (94) . . (96) 

<223> xaa = any amino acid except a Cys 
<220> 

<221> MISC_FEATURE 

<222> (92) . . (92) 

<223> xaa = any amino acid of Cys, Phe, His, Arg, Trp or Tyr 

<400> 229 

Asp lie val Leu Thr Gin Pro Pro Ser val Ser Gly Ala Pro Gly Gin 
15 10 15 

Arg val Thr lie Ser cys Ser Gly ser Ser Ser Asn lie Gly Ser Asn 
20 25 30 

Tyr val Ser Trp Tyr Gin Gin Leu Pro Gly Thr Ala Pro Lys Leu Leu 
35 40 45 

He Tyr Asp Asn Asn Gin Arg Pro Ser Gly val Pro Asp Arg Phe Ser 
50 55 60 



Gly Ser Lys ser Gly Thr Ser Ala ser Leu Ala lie Thr Gly Leu Gin 
65 70 75 80 



Ser Glu Asp Glu Ala Asp Tyr Tyr Cys Gin Ser xaa Asp Xaa xaa xaa 
85 90 95 



xaa xaa xaa val Phe Gly Gly Gly Thr Lys Leu Thr Val Leu Gly 
100 105 110 

<210> 230 

<211> 112 

<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct; VL lambda2 
<220> 

<221> MISC_FEATURE 

<222> (100) . . (100) 

<223> xaa = any amino acid 

<220> 

<221> MISC_FEATURE 

<222> (93).. (93) 

<223> Xaa = any amino acid of Cys, Phe, His, Arg, Trp or Tyr 
<220> 

<221> MISC_FEATURE 

<222> (95).. (97) 

<223> xaa = any amino acid except a Cys 
<220> 

<221> MISC_FEATURE 

<222> (98) . . (99) 

<223> xaa = any amino acid except a Cys or a deletion 

<400> 230 

Asp He Ala Leu Thr Gin Pro Ala Ser Val Ser Gly Ser Pro Gly Gin 



15 10 15 

Ser lie Thr lie Ser Cys Thr Gly Thr Ser ser Asp val Gly Gly Tyr 
20 25 30 

Asn Tyr Val Ser Trp Tyr Gin Gin His Pro Gly Lys Ala Pro Lys Leu 
35 40 45 

Met lie Tyr Asp val ser Asn Arg Pro ser Gly val Ser Asn Arg Phe 
50 55 60 

Ser Gly Ser Lys ser Gly Asn Thr Ala Ser Leu Thr lie Ser Gly Leu 
65 70 75 80 

Gin Ala Glu Asp Glu Ala Asp Tyr Tyr Cys Gin Ser Xaa Asp xaa Xaa 
85 90 95 

xaa xaa xaa xaa val Phe Gly Gly Gly Thr Lys Leu Thr val Leu Gly 
100 105 110 

<210> 231 
<211> 109 
<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct; VL lambda3 
<220> 

<221> MISC_FEATURE 

<222> (97) . . (97) 

<223> xaa = any amino acid 

<220> 

<221> MISC_FEATURE 

<222> (90) . . (90) 

<223> xaa = any amino acid of Cys, Phe, His, Arg, Trp or Tyr 
<220> 

<221> MISC_FEATURE 



<222> (92) . . (94) 

<223> Xaa = any amino acid except a Cys 
<220> 

<221> MISC_FEATURE 
<222> (95).. (96) 

<223> Xaa = any amino acid except a Cys or a deletion 
<400> 231 

Asp lie Glu Leu Thr Gin Pro Pro Ser val Ser val Ala Pro Gly Gin 
15 10 15 

Thr Ala Arg lie Ser Cys Ser Gly Asp Ala Leu Gly Asp Lys Tyr Ala 
20 25 30 

ser Trp Tyr Gin Gin Lys Pro Gly Gin Ala Pro val Leu val lie Tyr 
35 40 45 

Asp Asp Ser Asp Arg Pro Ser Gly lie Pro Glu Arg Phe Ser Gly Ser 
50 " 55 60 

Asn Ser Gly Asn Thr Ala Thr Leu Thr lie Ser Gly Thr Gin Ala Glu 
65 70 75 80 

Asp Glu Ala Asp Tyr Tyr cys Gin ser xaa Asp xaa xaa xaa xaa xaa 
85 90 95 

xaa val Phe Gly Gly Gly Thr Lys Leu Thr val Leu Gly 
100 105 

<210> 232 
<211> 127 
<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct; VHlA 
<220> 

<221> MISC_FEATURE 
<222> (99) . . (112) 



<223> xaa = any amino acid or a deletion 



<220> 

<221> MISC_FEATURE 

<222> (116). .(116) 

<223> xaa = any amino acid out of a mixture of Phe, His, lie, Leu, Asn, 
Pro, ser, val, Trp or Tyr 

<220> 

<221> MISCFEATURE 

<222> (114).. (114) 

<223> xaa = any amino acid out of a mixture of Ala, Asp, Glu, Phe, Gly, 
lie, Leu, Met, Pro, Gin, Ser, Thr, val or Tyr 

<220> 

<221> MISC_FEATURE 

<222> (113). .(113) 

<223> xaa = any amino acid 

<400> 232 

Gin val Gin Leu val Gin Ser Gly Ala Glu val Lys Lys Pro Gly Ser 
15 10 15 

Ser val Lys val Ser cys Lys Ala Ser Gly Gly Thr Phe Ser Ser Tyr 
20 25 30 

Ala lie Ser Trp val Arg Gin Ala Pro Gly Gin Gly Leu Glu Trp Met 
35 40 45 

Gly Gly lie lie Pro lie Phe Gly Thr Ala Asn Tyr Ala Gin Lys Phe 
50 55 60 

Gin Gly Arg Val Thr lie Thr Ala Asp Glu Ser Thr Ser Thr Ala Tyr 
65 ~ 70 75 80 

Met Glu Leu Ser Ser Leu Arg Ser Glu Asp Thr Ala Val Tyr Tyr Cys 
85 " 90 95 

Ala Arg xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa xaa Xaa xaa xaa 
100 105 110 



Xaa Xaa Asp xaa Trp Gly Gin Gly Thr Leu val Thr val Ser Ser 
115 120 125 



<210> 233 

<211> 127 

<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct; VHlB 
<220> 

<221> MISC_FEATURE 

<222> (99) . . (112) 

<223> xaa = any amino acid or a deletion 
<220> 

<221> MISC_FEATURE 

<222> (113). .(113) 

<223> xaa = any amino acid 

<220> 

<221> MISC_FEATURE 

<222> (114).. (114) 

<223> xaa = any amino acid out of a mixture of Ala, Asp, Glu, Phe, Gly, 
lie, Leu, Met, Pro, Gin, Ser, Thr, Val or Tyr 

<220> 

<221> MISC_FEATURE 

<222> (116). .(116) 

<223> xaa = any amino acid out of a mixture of Phe, His, lie, Leu, Asn, 
Pro, Ser, val, Trp or Tyr 



<400> 233 

Gin val Gin Leu Val Gin ser Gly Ala Glu val Lys Lys Pro Gly Ala 



15 10 15 

Ser Val Lys Val Ser Cys Lys Ala Ser Gly Tyr Thr Phe Thr Ser Tyr 
20 25 30 

Tyr Met His Trp val Arg Gin Ala Pro Gly Gin Gly Leu Glu Trp Met 
35 40 45 

Gly Trp lie Asn Pro Asn Ser Gly Gly Thr Asn Tyr Ala Gin Lys Phe 
50 55 60 

Gin Gly Arg val Thr Met Thr Arg Asp Thr Ser lie Ser Thr Ala Tyr 
65 70 75 80 

Met Glu Leu Ser Ser Leu Arg Ser Glu Asp Thr Ala Val Tyr Tyr Cys 
85 90 95 

Ala Arg xaa Xaa Xaa Xaa Xaa Xaa xaa xaa Xaa Xaa Xaa xaa xaa xaa 
100 105 110 

xaa xaa Asp xaa Trp Gly Gin Gly Thr Leu Val Thr val Ser Ser 
115 120 125 

<210> 234 

<211> 128 

<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct; VH2 
<220> 

<221> MISC_FEATURE 

<222> (100) . . (113) 

<223> Xaa = any amino acid or a deletion 
<220> 

<221> MISC_FEATURE 

<222> (114) . . (114) 

<223> xaa = any amino acid 



<220> 

<221> MISC_FEATURE 
<222> (117) . . (117) 

<223> xaa = any amino acid out of a mixture of Phe, His, lie, Leu, Asn, 
Pro, Ser, val , Trp or Tyr 



<220> 

<221> MISC_FEATURE 
<222> (115).. (115) 

<223> Xaa = any amino acid out of a mixture of Ala, Asp, Glu, Phe, Gly, 
lie, Leu, Met, Pro, Gin, Ser, Thr, val or Tyr 



<400> 234 

Gin val Gin Leu Lys Glu Ser Gly Pro Ala Leu val Lys Pro Thr Gin 
1 5 10 15 

Thr Leu Thr Leu Thr Cys Thr Phe Ser Gly Phe Ser Leu Ser Thr Ser 
20 25 30 

Gly val Gly val Gly Trp lie Arg Gin Pro Pro Gly Lys Ala Leu Glu 
35 40 45 

Trp Leu Ala Leu lie Asp Trp Asp Asp Asp Lys Tyr Tyr Ser Thr Ser 
50 55 60 

Leu Lys Thr Arg Leu Thr lie Ser Lys Asp Thr Ser Lys Asn Gin val 
65 "70 75 80 

val Leu Thr Met Thr Asn Met Asp Pro Val Asp Thr Ala Thr Tyr Tyr 
85 90 95 

Cys Ala Arg xaa xaa Xaa xaa xaa Xaa xaa xaa xaa xaa Xaa xaa Xaa 
100 105 110 

Xaa xaa Xaa Asp Xaa Trp Gly Gin Gly Thr Leu Val Thr Val Ser Ser 
115 120 125 

<210> 235 

<211> 127 

<212> PRT 

<213> artificial sequence 



<220> 

<223> synthetic construct; VH3 
<220> 

<221> MISC_FEATURE 

<222> (99) . . (112) 

<223> Xaa = any amino acid or a deletion 
<220> 

<221> MISC_FEATURE 

<222> (113). .(113) 

<223> Xaa = any amino acid 

<220> 

<221> MISC_FEATURE 
<222> (116) . . (116) 

<223> Xaa = any amino acid out of a mixture of Phe, His, lie, Leu, Asn, 
Pro, Ser, Val , Trp or Tyr 

<220> 

<221> MISC_FEATURE 
<222> (114).. (114) 

<223> Xaa = any amino acid out of a mixture of Ala, Asp, Glu, Phe, Gly, 
lie, Leu, Met, Pro, Gin, Ser, Thr, Val or Tyr 

<400> 235 

Gin val Gin Leu val Glu Ser Gly Gly Gly Leu val Gin Pro Gly Gly 
1 5 10 15 

Ser Leu Arg Leu ser Cys Ala Ala Ser Gly Phe Thr Phe Ser Ser Tyr 
20 25 30 

Ala Met Ser Trp Val Arg Gin Ala Pro Gly Lys Gly Leu Glu Trp val 
35 ~ 40 45 



Ser Ala lie Ser Gly Ser Gly Gly Ser Thr Tyr Tyr Ala Asp Ser Val 
50 55 60 



Lys Gly Arg Phe Thr lie Ser Arg Asp Asn Ser Lys Asn Thr Leu Tyr 
65 70 "* 75 80 



Leu Gin Met Asn Ser Leu Arg Ala Glu Asp Thr Ala val Tyr Tyr Cys 
85 90 95 

Ala Arg xaa xaa xaa xaa xaa xaa xaa xaa xaa xaa xaa xaa xaa xaa 
100 105 110 

xaa xaa Asp xaa Trp Gly Gin Gly Thr Leu val Thr Val Ser Ser 
115 120 125 

<210> 236 

<211> 126 

<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct; VH4 
<220> 

<221> MISC_FEATURE 

<222> (98).. (Ill) 

<223> xaa = any amino acid or a deletion 
<220> 

<221> MISC_FEATURE 

<222> (112).. (112) 

<223> xaa = any amino acid 

<220> 

<221> MISC_FEATURE 

<222> (113).. (113) 

<223> xaa = any amino acid out of a mixture of Ala, Asp, Glu, Phe, 
lie, Leu, Met, Pro, Gin, ser, Thr, val or Tyr 

<220> 

<221> MISCFEATURE 



<222> (115).. (115) 

<223> Xaa = any amino acid out of a mixture of Phe, His, lie, Leu, Asn, 
Pro, Ser, val , Trp or Tyr 

<400> 236 

Gin Val Gin Leu Gin Glu Ser Gly Pro Gly Leu val Lys Pro ser Glu 
1 5 10 15 

Thr Leu Ser Leu Thr cys Thr Val Ser Gly Gly Ser lie Ser Ser Tyr 
20 25 30 

Tyr Trp Ser Trp lie Arg Gin Pro Pro Gly Lys Gly Leu Glu Trp lie 
35 40 45 

Gly Tyr lie Tyr Tyr ser Gly Ser Thr Asn Tyr Asn Pro Ser Leu Lys 
50 55 60 

Ser Arg val Thr lie Ser val Asp Thr ser Lys Asn Gin Phe Ser Leu 
65 70 75 80 



Lys Leu Ser Ser val Thr Ala Ala Asp Thr Ala val Tyr Tyr Cys Ala 
85 90 95 

Arg xaa xaa xaa xaa xaa xaa xaa xaa xaa xaa xaa xaa xaa xaa xaa 
100 105 110 



xaa Asp xaa Trp Gly Gin Gly Thr Leu Val Thr val Ser ser 
115 120 125 

<210> 237 

<211> 127 

<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct; VH5 
<220> 

<221> MISC_FEATURE 

<222> (99) . . (112) 

<223> xaa = any amino acid or a deletion 



<220> 

<221> MISC_FEATURE 

<222> (113).. (113) 

<223> xaa = any amino acid 

<220> 

<221> MISC_FEATURE 
<222> (116). .(116) 

<223> xaa = any amino acid out of a mixture of Phe, His, lie, Leu, Asn, 
Pro, Ser, val, Trp or Tyr 

<220> 

<221> MISC_FEATURE 
<222> (114). .(114) 

<223> Xaa = any amino acid out of a mixture of Ala, Asp, Glu, Phe, Gly, 
lie, Leu, Met, Pro, Gin, Ser, Thr, val or Tyr 

<400> 237 

Gin val Gin Leu val Gin Ser Gly Ala Glu val Lys Lys Pro Gly Glu 
1 5 10 15 

Ser Leu Lys lie Ser cys Lys Gly Ser Gly Tyr Ser Phe Thr Ser Tyr 
20 25 ' 30 

Trp lie Gly Trp Val Arg Gin Met Pro Gly Lys Gly Leu Glu Trp Met 
35 40 45 

Gly lie lie Tyr Pro Gly Asp Ser Asp Thr Arg Tyr Ser Pro Ser Phe 
50 55 60 

Gin Gly Gin Val Thr lie Ser Ala Asp Lys Ser lie Ser Thr Ala Tyr 
65 70 75 80 

Leu Gin Trp Ser Ser Leu Lys Ala Ser Asp Thr Ala Met Tyr Tyr Cys 
85 90 95 

Ala Arg xaa xaa xaa xaa Xaa xaa xaa xaa xaa Xaa xaa xaa xaa xaa 
100 105 110 

xaa xaa Asp xaa Trp Gly Gin Gly Thr Leu val Thr val Ser Ser 
115 120 125 



<210> 238 

<211> 130 

<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct; VH6 
<220> 

<221> MISC_FEATURE 

<222> (102) . . (115) 

<223> Xaa = any amino acid or a deletion 
<220> 

<221> MISC_FEATURE 

<222> (116) . . (116) 

<223> Xaa = any amino acid 

<220> 

<221> MISC_FEATURE 
<222> (119) . . (119) 

<223> Xaa = any amino acid out of a mixture of Phe, His, lie, Leu, Asn, 
Pro, ser, Val , Trp or Tyr 

<220> 

<221> MISC_FEATURE 
<222> (117) . . (117) 

<223> Xaa = any amino acid out of a mixture of Ala, Asp, Glu, Phe, Gly, 
lie, Leu, Met, Pro, Gin, Ser, Thr, Val or Tyr 

<400> 238 

Gin val Gin Leu Gin Gin ser Gly Pro Gly Leu Val Lys Pro Ser Gin 
1.5 10 15 

Thr Leu ser Leu Thr Cys Ala lie Ser Gly Asp Ser Val ser ser Asn 
20 25 30 



Ser Ala Ala Trp Asn Trp lie Arg Gin Ser Pro Gly Arg Gly Leu Glu 
35 40 45 



Trp Leu Gly Arg Thr Tyr Tyr Arg Ser Lys Trp Tyr Asn Asp Tyr Ala 
50 55 60 

val Ser val Lys Ser Arg lie Thr lie Asn Pro Asp Thr ser Lys Asn 
65 70 75 80 

Gin Phe Ser Leu Gin Leu Asn Ser val Thr Pro Glu Asp Thr Ala val 
85 90 95 

Tyr Tyr Cys Ala Arg xaa xaa xaa Xaa xaa xaa Xaa xaa xaa xaa xaa 
100 105 110 

xaa xaa xaa xaa xaa Asp xaa Trp Gly Gin Gly Thr Leu val Thr val 
115 120 125 

Ser Ser 
130 

<210> 239 

<211> 327 

<212> DNA 

<213> artificial sequence 
<220> 

<223> synthetic construct; VL kappal 
<220> 

<221> misc_feature 

<222> (286) . . (288) 

<223> nnn = GCT, GAT, GAG, TTT, GGT, CAT, ATT, AAG, CTT, ATG, AAT, CCT, 
CAG, CGT, TCT, ACT, GTT, TGG or TAT 

<220> 

<221> mi sc_f eature 

<222> (271).. (273) 

<223> nnn = GCT, GAT, GAG, TTT, GGT, CAT, ATT, AAG, CTT, ATG, AAT, CAG, 
CGT, TCT, ACT, GTT, TGG or TAT 



<220> 

<221> misc_feature 

<222> (265).. (267) 

<223> nnn = TTT, CAT, CTT, ATG or CAG 
<220> 

<221> misc_feature 

<222> (253).. (256) 

<223> nnn = can be ACT or GTT 

<220> 

<221> mi sc_f eature 

<222> (283). .(285) 

<223> nnn = CTT, CCT or TCT 

<220> 

<221> mi sc_f eature 

<222> (280). .(282) 

<223> nnn = GCT, GAT, GAG, TTT, GGT, CAT, ATT, AAG, CTT, ATG, AAT, CCT, 
CAG, CGT, TCT, ACT, GTT, TGG or TAT 

<220> 

<221> mi sc_f eature 

<222> (277).. (279) 

<223> nnn = GCT, GAT, GGT, CAT, CTT, AAT or TCT 
<220> 

<221> mi sc_f eature 

<222> (274). .(276) 

<223> nnn = GAT, GGT, AAT, TCT or TAT 

<400> 239 

gatatccaga tgacccagag cccgtctagc ctgagcgcga gcgtgggtga tcgtgtgacc 60 



attacctgca gagcgagcca gggcattagc agctatctgg cgtggtacca gcagaaacca 120 

ggtaaagcac cgaaactatt aatttatgca gccagcagct tgcaaagcgg ggtcccgtcc 180 

cgttttagcg gctctggatc cggcactgat tttaccctga ccattagcag cctgcaacct 240 

gaagactttg cgnnntatta ttgcnnncag nnnnnnnnnn nnnnnnnnac ctttggccag 300 

ggtacgaaag ttgaaattaa acgtacg 327 

<210> 240 

<211> 328 

<212> DNA 

<213> artificial sequence 



<220> 

<223> synthetic construct; VL kappa2 
<220> 

<2 2 1> mis c_f ea t u re 

<222> (289). .(289) 

<223> n = GCT, GAT, GAG, TTT, GGT, CAT, ATT, AAG, CTT, ATG, AAT, CCT, C 
AG, CGT, TCT, ACT, GTT, TGG or TAT 

<220> 

<221> mi sc_f eature 

<222> (280).. (280) 

<223> n = TTT, CAT, CTT, ATG or CAG 



<220> 

<221> mi sc_f eature 
<222> (284). .(284) 

<223> n = GCT, GAT, GAG, TTT, GGT, CAT, ATT, AAG, CTT, ATG, AAT, CAG, C 
GT, TCT, ACT, GTT, TGG or TAT 



<220> 

<221> mi sc_f eature 

<222> (285).. (285) 

<223> n = GAT, GGT, AAT, TCT or TAT 



<220> 

<221> mi sc_f eature 

<222> (286). .(289) 

<223> n = GCT, GAT, GGT, CAT, CTT, AAT Of TCT 



<220> 

<221> mi sc_f eature 
<222> (287). .(287) 

<223> n = GCT, GAT, GAG, TTT, GGT, CAT, ATT, AAG, CTT, ATG, AAT, CCT, C 
AG, CGT, TCT, ACT, GTT, TGG Of TAT 



<220> 

<221> mi sc_f eature 

<222> (288).. (288) 

<223> n = CTT, CCT or TCT 



<400> 240 

gatatcgtga tgacccagag cccactgagc ctgccagtga ctccgggcga gcctgcgagc 60 

attagctgca gaagcagcca aagcctgctg catagcaacg gctataacta tctggattgg 120 

taccttcaaa aaccaggtca aagcccgcag ctattaattt atctgggcag caaccgtgcc 180 

agtggggtcc cggatcgttt tagcggctct ggatccggca ccgattttac cctgaaaatt 240 

agccgtgtgg aagctgaaga cgtgggcgtg tattattgcn cagnnnnnna cctttggcca 300 

gggtacgaaa gttgaaatta aacgtacg 328 

<210> 241 

<211> 330 

<212> DNA 

<213> artificial sequence 
<220> 

<223> synthetic construct; VL kappa3 
<220> 

<221> mi sc_f eature 



<222> 
<223> 



(289) . . (291) 



nnn = GCT, GAT, GAG, TTT, GGT, CAT, ATT, AAG, CTT, ATG, AAT, CCT, 
CAG, CGT, TCT, ACT, GTT, TGG or TAT 



<220> 

<221> misc_feature 

<222> (256).. (258) 

<223> nnn = can be ACT or GTT 



<220> 

<221> misc_feature 

<222> (265).. (276) 

<223> nnn = TTT, CAT, CTT, ATG or CAG 



<220> 

<221> misc_feature 
<222> (274).. (276) 

<223> nnn = GCT, GAT, GAG, TTT, GGT, CAT, ATT, AAG, CTT, ATG, AAT, CAG, 
CGT, TCT, ACT, GTT, TGG Or TAT 



<220> 

<221> mi sc_feature 

<222> (277).. (279) 

<223> nnn = GAT, GGT, AAT, TCT or TAT 



<220> 

<221> misc_feature 

<222> (280) . . (282) 

<223> nnn = GCT, GAT, GGT, CAT, CTT, AAT or TCT 



<220> 

<221> misc_feature 

<222> (283).. (285) 

<223> nnn = GCT, GAT, GAG, TTT, GGT, CAT, ATT, AAG, CTT, ATG, AAT, CCT, 



CAG, CGT, TCT, ACT, GTT, TGG or TAT 

<220> 

<221> mi sc_f eat u re 
<222> (286).. (288) 
<223> nnn = CTT, CCT or TCT 

<400> 241 

gatatcgtgc tgacccagag cccggcgacc ctgagcctgt ctccgggcga acgtgcgacc 60 

ctgagctgca gagcgagcca gagcgtgagc agcagctatc tggcgtggta ccagcagaaa 120 

ccaggtcaag caccgcgtct attaatttat ggcgcgagca gccgtgcaac tggggtcccg 180 

gcgcgtttta gcggctctgg atccggcacg gattttaccc tgaccattag cagcctggaa 240 

cctgaagact ttgcgnnnta ttattgcnnn cagnnnnnnn nnnnnnnnnn nacctttggc 300 

cagggtacga aagttgaaat taaacgtacg 330 

<210> 242 

<211> 345 

<212> DNA 

<213> artificial sequence 
<220> 

<223> synthetic construct; VL kappa4 
<220> 

<221> mi sc_f eature 

<222> (304) . . (306) 

<223> nnn = GCT, GAT, GAG, TTT, GGT, CAT, ATT, AAG, CTT, ATG, AAT, CCT, 
CAG, CGT, TCT, ACT, GTT, TGG or TAT 

<220> 

<2 2 1> mi s c_f eat u re 

<222> (283).. (285) 

<223> nnn = TTT, CAT, CTT, ATG or CAG 



<220> 



<221> mis cofeature 
<222> (289) . . (291) 

<223> nnn = GCT, GAT, GAG, TTT, GGT, CAT, ATT, AAG, CTT, ATG, AAT, CAG, 
CGT, TCT, ACT, GTT, TGG Of TAT 



<220> 

<221> mi sc_f eature 

<222> (292) . . (294) 

<223> nnn = GAT, GGT, AAT, TCT Of TAT 



<220> 

<221> mi sc_jF eature 

<222> (295). .(297) 

<223> nnn = GCT, GAT, GGT, CAT, CTT, AAT or TCT 



<220> 

<2 2 1> mis c_f eat u re 
<222> (298) . . (300) 

<223> nnn = GCT, GAT, GAG, TTT, GGT, CAT, ATT, AAG, CTT, ATG, AAT, CCT, 
CAG, CGT, TCT, ACT, GTT, TGG or TAT 



<220> 

<221> mi sc_f eature 

<222> (301).. (303) 

<223> nnn = CTT, CCT or TCT 



<400> 242 

gatatcgtga tgacccagag cccggatagc ctggcggtga gcctgggcga acgtgcgacc 60 

attaactgca gaagcagcca gagcgtgctg tatagcagca acaacaaaaa ctatctggcg 120 

tggtaccagc agaaaccagg tcagccgccg aaactattaa tttattgggc atccacccgt 180 

gaaagcgggg tcccggatcg ttttagcggc tctggatccg gcactgattt taccctgacc 240 

atttcgtccc tgcaagctga agacgtggcg gtgtattatt gcnnncagnn nnnnnnnnnn 300 

nnnnnnacct ttggccaggg tacgaaagtt gaaattaaac gtacg 345 



<210> 243 



<211> 
<212> 
<213> 



322 
DNA 

artificial sequence 



<220> 

<223> synthetic construct; VL lambdal 
<220> 

<221> mis cofeature 

<222> (274).. (274) 

<223> n = TGT, TTT, CAT, CGT, TGG or TAT 



<220> 

<221> misc_feature 
<222> (278). .(280) 

<223> n = GCT, GAT, GAG, TTT, GGT, CAT, ATT, AAG, CTT, ATG, AAT, CCT, C 
AG, CGT, TCT, ACT, GTT, TGG Or TAT 



<220> 

<221> mi sc_feature 

<222> (281). .(282) 

<223> n = GCT, GAT, GAG, TTT, GGT, CAT, ATT, AAG, CTT, ATG, AAT, CCT, C 

AG, CGT, TCT, ACT, GTT, TGG or tat or a deletion 



<220> 

<221> misc.feature 
<222> (283).. (283) 

<223> n = GCT, TGT, GAT, GAG, TTT, GGT, CAT, ATT, AAG, CTT, ATG, AAT, C 
CT, CAG, CGT, TCT, ACT, GTT, TGG or TAT 



<400> 243 

gatatcgtgc tgacccagcc gccttcagtg agtggcgcac caggtcagcg tgtgaccatc 60 

tcgtgtagcg gcagcagcag caacattggc agcaactatg tgagctggta ccagcagttg 120 

cccgggacgg cgccgaaact gctgatttat gataacaacc agcgtccctc aggcgtgccg 180 

gatcgtttta gcggatccaa aagcggcacc agcgcgagcc ttgcgattac gggcctgcaa 240 



agcgaagacg aagcggatta ttattgccag tctngatnnn nnngtgtttg gcggcggcac 
gaagttaacc gttcttggcc ag 



300 
322 



<210> 244 

<211> 336 

<212> DNA 

<213> artificial sequence 
<220> 

<223> synthetic construct; VL lambda2 
<220> 

<221> mi sc_f eature 

<222> (274) . . (276) 

<223> nnn = TGT, TTT, CAT, CGT, TGG or TAT 
<220> 

<221> mi sc_f eature 

<222> (290).. (295) 

<223> nnn = GCT, GAT, GAG, TTT, GGT, CAT, ATT, AAG, CTT, ATG, AAT, CCT, 

CAG, CGT, tct, ACT, GTT, TGG or tat or a deletion 

<220> 

<221> mi sc_f eature 

<222> (296) . . (298) 

<223> nnn = GCT, TGT, GAT, GAG, TTT, GGT, CAT, ATT, AAG, CTT, ATG, AAT, 
CCT, CAG, CGT, TCT, ACT, GTT, TGG or TAT 

<220> 

<221> mi sc_f eature 

<222> (280).. (289) 

<223> nnn = GCT, GAT, GAG, TTT, GGT, CAT, ATT, AAG, CTT, ATG, AAT, CCT, 
CAG, CGT, TCT, ACT, GTT, TGG or TAT 

<400> 244 

gatatcgcac tgacccagcc agcttcagtg agcggctcac caggtcagag cattaccatc 60 



tcgtgtacgg gtactagcag cgatgtgggc ggctataact atgtgagctg gtaccagcag 120 

catcccggga aggcgccgaa actgatgatt tatgatgtga gcaaccgtcc ctcaggcgtg 180 

agcaaccgtt ttagcggatc caaaagcggc aacaccgcga gcctgaccat tagcggcctg 240 

caagcggaag acgaagcgga ttattattgc cagnnngatn nnnnnnnnnn nnnnnnngtg 300 

tttggcggcg gcacgaagtt aaccgttctt ggccag 336 

<210> 245 

<211> 327 

<212> DNA 

<213> artificial sequence 



<220> 

<223> synthetic construct; VL lambda3 
<220> 

<221> mi sc_f eature 

<222> (265). .(267) 

<223> nnn = TGT, TTT, CAT, CGT, TGG or TAT 



<220> 

<221> mi sc_f eature 
<222> (286) . . (288) 

<223> nnn = GCT, TGT, GAT, GAG, TTT, GGT, CAT, ATT, AAG, CTT, ATG, AAT, 
CCT, CAG, CGT, TCT, ACT, GTT, TGG or TAT 



<220> 

<221> mi sc_f eature 
<222> (280). .(285) 

<223> nnn = GCT, GAT, GAG, TTT, GGT, CAT, ATT, AAG, CTT, ATG, AAT, CCT, 
CAG, CGT, TCT, ACT, GTT, TGG or TAT or a deletion 



<220> 

<221> mi s c_f eature 
<222> (271).. (279) 

<223> nnn = GCT, GAT, GAG, TTT, GGT, CAT, ATT, AAG, CTT, ATG, AAT, CCT, 
CAG, CGT, TCT, ACT, GTT, TGG Or TAT 



<400> 245 

gatatcgaac tgacccagcc gccttcagtg agcgttgcac caggtcagac cgcgcgtatc 60 

tcgtgtagcg gcgatgcgct gggcgataaa tacgcgagct ggtaccagca gaaacccggg 120 

caggcgccag ttctggtgat ttatgatgat tctgaccgtc cctcaggcat cccggaacgc 180 

tttagcggat ccaacagcgg caacaccgcg accctgacca ttagcggcac tcaggcggaa 240 

gacgaagcgg attattattg ccagnnngat nnnnnnnnnn nnnnnnnngt gtttggcggc 300 

ggcacgaagt taaccgttct tggccag 327 

<210> 246 

<211> 382 

<212> DNA 

<213> artificial sequence 



<220> 

<223> synthetic construct; VHlA 
<220> 

<22 1> mi sc_f eatu re 

<222> (345).. (347) 

<223> nnn = TTT, CAT, ATT, CTT, AAT, 
<220> 

<221> misc^feature 

<222> (339) . . (341) 

<223> nnn = GCT, GAT, GAG, TTT, GGT, 
GTT or TAT 



CCT, TCT, GTT, TGG or TAT 



ATT, CTT, ATG, CCT, CAG, TCT, ACT, 



<220> 

<2 2 1> mi sc_f eat u re 
<222> (336).. (338) 

<223> nnn = GCT, TGT, GAT, GAG, TTT, GGT, CAT, ATT, AAG, CTT, ATG, AAT, 
CCT, CAG, CGT, TCT, ACT, GTT, TGG or TAT 



<220> 



<221> misc_feature 
<222> (295).. (335) 

<223> nnn = GCT, TGT, GAT, GAG, TTT, GGT, CAT, ATT, AAG, CTT, ATG, AAT, 
CCT, CAG, CGT, TCT, ACT, GTT, TGG Of TAT or a deletion 



<400> 246 

caggtgcaat tggttcagtc tggcgcggaa gtgaaaaaac cgggcagcag cgtgaaagtg 60 

agctgcaaag cctccggagg cacttttagc agctatgcga ttagctgggt gcgccaagcc 120 

cctgggcagg gtctcgagtg gatgggcggc attattccga tttttggcac ggcgaactac 180 

gcgcagaagt ttcagggccg ggtgaccatt accgcggatg aaagcaccag caccgcgtat 240 

atggaactga gcagcctgcg tagcgaagat acggccgtgt attattgcgc gcgtnnnnnn 300 

nnnnnnnnnn nnnnnnnnnn nnnnnnnnnn nnnnnnnnnn ngatnnntgg ggccaaggca 360 

ccctggtgac ggttagctca gc 382 

<210> 247 

<211> 383 

<212> DNA 

<213> artificial sequence 



<220> 

<223> synthetic construct; VHlB 
<220> 

< 2 2 1> mis c_f ea t u re 

<222> (346) . . (348) 

<223> nnn = TTT, CAT, ATT, CTT, AAT, CCT, TCT, GTT, TGG or TAT 
<220> 

<221> mi sc_f eature 

<222> (295).. (336) 

<223> nnn = GCT, TGT, GAT, GAG, TTT, GGT, CAT, ATT, AAG, CTT, ATG, AAT, 
CCT, CAG, CGT, TCT, ACT, GTT, TGG or tat or a deletion 



<220> 
<221> 
<222> 



mi sc_f eature 
(337).. (339) 



<223> nnn = GCT, TGT, GAT, GAG, TTT, GGT, CAT, ATT, AAG , CTT, ATG, AAT, 
CCT, CAG, CGT, TCT, ACT, GTT, TGG or TAT 



<220> 

<221> misc_feature 
<222> (340).. (342) 

<223> nnn = GCT, GAT, GAG, TTT, GGT, ATT, CTT, ATG, CCT, CAG, TCT, ACT, 
GTT or TAT 



<400> 247 

caggtgcaat tggttcagag cggcgcggaa gtgaaaaaac cgggcgcgag cgtgaaagtg 
agctgcaaag cctccggata tacctttacc agctattata tgcactgggt ccgccaagcc 
cctgggcagg gtctcgagtg gatgggctgg attaacccga atagcggcgg cacgaactac 
gcgcagaagt ttcagggccg ggtgaccatg acccgtgata ccagcattag caccgcgtat 
atggaactga gcagcctgcg tagcgaagat acggccgtgt attattgcgc gcgtnnnnnn 
nnnnnnnnnn nnnnnnnnnn nnnnnnnnnn nnnnnnnnnn nngatnnntg gggccaaggc 
accctggtga cggttagctc age 

<210> 248 

<211> 386 

<212> DNA 

<213> artificial sequence 
<220> 

<223> synthetic construct; VH2 
<220> 

<221> misc_feature 

<222> (349).. (351) 

<223> nnn = TTT, CAT, ATT, CTT, AAT, CCT, TCT, GTT, TGG or TAT 

<220> 

<221> misc_feature 

<222> (298).. (339) 

<223> nnn = GCT, TGT, GAT, GAG, TTT, GGT, CAT, ATT, AAG, CTT, ATG, AAT, 

CCT, CAG, CGT, TCT, ACT, GTT, TGG or tat or a deletion 



60 
120 
180 
240 
300 
360 
383 



<220> 

<221> mi sc_f eat u re 
<222> (340). .(342) 

<223> nnn = GCT, TGT, GAT, GAG, TTT, GGT, CAT, ATT, AAG, CTT, ATG, AAT, 
CCT, CAG, CGT, TCT, ACT, GTT, TGG or TAT 

<220> 

<221> mi sc_f eature 
<222> (343).. (345) 

<223> nnn = GCT, GAT, GAG, TTT, GGT, ATT, CTT, ATG, CCT, CAG, TCT, ACT, 
GTT or TAT 

<400> 248 

caggtgcaat tgaaagaaag cggcccggcc ctggtgaaac cgacccaaac cctgaccctg 60 

acctgtacct tttccggatt tagcctgtcc acgtctggcg ttggcgtggg ctggattcgc 120 

cagccgcctg ggaaagccct cgagtggctg gctctgattg attgggatga tgataagtat 180 

tatagcacca gcctgaaaac gcgtctgacc attagcaaag atacttcgaa aaatcaggtg 240 

gtgctgacta tgaccaacat ggacccggtg gatacggcca cctattattg cgcgcgtnnn 300 

nnnnnnnnnn nnnnnnnnnn nnnnnnnnnn nnnnnrinnnn nnnnngatnn ntggggccaa 360 

ggcaccctgg tgacggttag ctcagc 386 

<210> 249 

<211> 349 

<212> DNA 

<213> artificial sequence 
<220> 

<223> synthetic construct; VH3 
<220> 

<221> mi sc_f eature 

<222> (314) . . (314) 

<223> n = TTT, CAT, ATT, CTT, AAT, CCT, TCT, GTT, TGG or TAT 



<220> 

<221> misc_feature 
<222> (295).. (308) 

<223> n = GCT, TGT, GAT, GAG, TTT, GGT, CAT, ATT, AAG, CTT, ATG, AAT, C 
CT, CAG, CGT, TCT, ACT, GTT, TGG or TAT Of a deletion 



<220> 

<221> misc_feature 
<222> (309). .(309) 

<223> n = GCT, TGT, GAT, GAG, TTT, GGT, CAT, ATT, AAG, CTT, ATG, AAT, C 
CT, CAG, CGT, TCT, ACT, GTT, TGG or TAT 



<220> 

<221> misc_feature 
<222> (310). .(310) 

<223> n = GCT, GAT, GAG, TTT, GGT, ATT, CTT, ATG, CCT, CAG, TCT, ACT, G 
TT OP TAT 



ctggtgcaac cgggcggcag cctgcgtctg 60 

agctatgcga tgagctgggt gcgccaagcc 120 

attagcggta gcggcggcag cacctattat 180 

tcacgtgata attcgaaaaa caccctgtat 240 

acggccgtgt attattgcgc gcgtnnnnnn 300 

tggtgacggt tagctcagc 349 

<210> 250 

<211> 346 

<212> DNA 

<213> artificial sequence 
<220> 

<223> synthetic construct; VH4 
<220> 

<221> misc_feature 



<400> 249 
caggtgcaat 

agctgcgcgg 

cctgggaagg 

gcggatagcg 

ctgcaaatga 

nnnnnnnnnn 



tggtggaaag 
cctccggatt 
gtctcgagtg 
tgaaaggccg 
acagcctgcg 
gatntggggc 



cggcggcggc 
tacctttagc 
ggtgagcgcg 
ttttaccatt 
tgcggaagat 
caaggcaccc 



<222> 
<223> 



(311) . . (311) 

n = TTT, CAT, ATT, CTT, AAT, CCT, TCT, GTT, TGG Of TAT 



<220> 

<221> misc_feature 
<222> (292).. (305) 

<223> n = GCT, TGT, GAT, GAG, TTT, GGT, CAT, ATT, AAG, CTT, ATG, AAT, C 
CT, CAG, CGT, TCT, act, GTT, TGG or tat or a deletion 



<220> 

<221> mi sc_f eat u re 
<222> (306) . . (306) 

<223> n = GCT, TGT, GAT, GAG, TTT, GGT, CAT, ATT, AAG, CTT, ATG, AAT, C 
CT, CAG, CGT, TCT, ACT, GTT, TGG Or TAT 



<220> 

<221> mi sc_f eature 
<222> (307).. (307) 

<223> n = GCT, GAT, GAG, TTT, GGT, ATT, CTT, ATG, CCT, CAG, TCT, ACT, G 
TT or TAT 

<400> 250 

caggtgcaat tgcaagaaag tggtccgggc ctggtgaaac cgagcgaaac cctgagcctg 60 

acctgcaccg tttccggagg cagcattagc agctattatt ggagctggat tcgccagccg 120 

cctgggaagg gtctcgagtg gattggctat atttattata gcggcagcac caactataat 180 

ccgagcctga aaagccgggt gaccattagc gttgatactt cgaaaaacca gtttagcctg 240 

aaactgagca gcgtgacggc ggcggatacg gccgtgtatt attgcgcgcg tnnnnnnnnn 300 

nnnnnnngat ntggggccaa ggcaccctgg tgacggttag ctcagc 346 

<210> 251 

<211> 349 

<212> DNA 

<213> artificial sequence 



<220> 



<223> synthetic construct; VH5 
<220> 

<221> mi sc_f eature 

<222> (314) . . (314) 

<223> n = TTT, CAT, ATT, CTT, AAT, CCT, TCT, GTT, TGG or TAT 



<220> 

<221> mi sc__feature 
<222> (295).. (304) 

<223> n = GCT, TGT, GAT, GAG, TTT, GGT, CAT, ATT, AAG, CTT, ATG, AAT, C 
CT, CAG, CGT, TCT, ACT, GTT, TGG or TAT Of a deletion 



<220> 

<221> mi sc_f eature 
<222> (305).. (307) 

<223> n = GCT, TGT, GAT, GAG, TTT, GGT, CAT, ATT, AAG, CTT, ATG, AAT, C 
CT, CAG, CGT, TCT, ACT, GTT, TGG or TAT 



<220> 

<221> mi sc_f eature 
<222> (308). .(310) 

<223> n = GCT, GAT, GAG, TTT, GGT, ATT, CTT, ATG, CCT, CAG, TCT, ACT, G 
TT or TAT 



<400> 251 

caggtgcaat tggttcagag cggcgcggaa gtgaaaaaac cgggcgaaag cctgaaaatt 60 

agctgcaaag gttccggata ttcctttacg agctattgga ttggctgggt gcgccagatg 120 

cctgggaagg gtctcgagtg gatgggcatt atttatccgg gcgatagcga tacccgttat 180 

tctccgagct ttcagggcca ggtgaccatt agcgcggata aaagcattag caccgcgtat 240 

cttcaatgga gcagcctgaa agcgagcgat acggccatgt attattgcgc gcgtnnnnnn 300 

nnnnnnnnnn gatntggggc caaggcaccc tggtgacggt tagctcagc 349 



<210> 252 
<211> 392 
<212> DNA 



<213> 



artificial sequence 



<220> 

<223> synthetic construct; VH6 
<220> 

<221> mi sc_f eature 

<222> (355).. (357) 

<223> nnn = TTT, CAT, ATT, CTT, AAT, CCT, TCT, GTT, TGG or TAT 



<220> 

<221> mi sc_f eature 
<222> (304). .(345) 

<223> nnn = GCT, TGT, GAT, GAG, TTT, GGT, CAT, ATT, AAG, CTT, ATG, AAT, 
CCT, CAG, CGT, TCT, ACT, GTT, TGG Of TAT or a deletion 



<220> 

<221> mi sc_f eature 
<222> (346) . . (348) 

<223> nnn = GCT, TGT, GAT, GAG, TTT, GGT, CAT, ATT, AAG, CTT, ATG, AAT, 
CCT, CAG, CGT, TCT, ACT, GTT, TGG or TAT 



<220> 

<221> mi sc_f eature 
<222> (349).. (351) 

<223> nnn = GCT, GAT, GAG, TTT, GGT, ATT, CTT, ATG, CCT, CAG, TCT, ACT, 
GTT or TAT 



<400> 252 

caggtgcaat tgcaacagtc tggtccgggc ctggtgaaac cgagccaaac cctgagcctg 60 

acctgtgcga tttccggaga tagcgtgagc agcaacagcg cggcgtggaa ctggattcgc 120 

cagtctcctg ggcgtggcct cgagtggctg ggccgtacct attatcgtag caaatggtat 180 

aacgattatg cggtgagcgt gaaaagccgg attaccatca acccggatac ttcgaaaaac 240 

cagtttagcc tgcaactgaa cagcgtgacc ccggaagata cggccgtgta ttattgcgcg 300 

cgtnnnnnnn nnnnnnnnnn nnnnnnnnnn nnnnnnnnnn nnnnnnnnnn ngatnnntgg 360 

ggccaaggca ccctggtgac ggttagctca gc 392 



<210> 253 

<211> 4151 

<212> DNA 

<213> artificial sequence 



<220> 

<223> synthetic construct; pMORPH 18 Fab_5' 



<400> 253 
tctagataac 


gagggcaaaa 


aatgaaaaag 


acagctatcg 


cgattgcagt 


ggcactggct 


60 


ggtttcgcta 


ccgtagcgca 


ggccgatatc 


gtgctgaccc 


aqaqcccqqc 


gaccctgagc 


120 


ctqtctccqq 


qcqaacqtqc 

37 ^ 33 ^» 37 


gaccctgagc 


tgcagagcga 


qccaqaqcqt 


gagcagcagc 


180 


tatctggcgt 


ggtaccagca 


gaaaccaggt 


caagcaccgc 


gtctattaat 


ttatqqcqcq 


240 


agcagccgtg 


caactqqqqt 

v.mmv. 3J 3J y 3J *- 


cccqqcqcqt 


tttagcggct 


ctqqatccqq 


cacggatttt 


300 


accctgacca 


ttagcagcct 


ggaacctgaa 


qactttqcqq 


tgtattattg 


ccagcagcat 


360 


tataccaccc 


cgccgacctt 


tggccagggt 


acgaaagttg 


aaattaaacg 


tacggtggct 


420 


qctccqaqcq 


tgtttatttt 


tccgccgagc 


gatgaacaac 


tgaaaagcgg 


cacggcgagc 


480 


qtqqtqtqcc 


tgctgaacaa 


cttttatccg 


cgtgaagcga 


aagttcagtg 


gaaagtagac 


540 


aacgcgctgc 


aaaacaacaa 

****** *j *™ *j **** 


caaccaaaaa 


aacataacca 


aacaqqataq 


caaagatagc 


600 


acctattctc 


taaacaacac 


cctaacccta 


aacaaaacaa 


attatqaaaa 


acataaagtg 


660 


tatgcgtgcg 


aagtgaccca 


tcaaggtctg 


agcagcccgg 


tgactaaatc 


ttttaatcgt 


720 


ggcgaggcct 


gataagcatg 


cgtaggagaa 


aataaaatga 


aacaaagcac 


tattgcactg 




gcactcttac 


cgttgctctt 


cacccctgtt 


accaaagccg 


aagtgcaatt 


ggtggaaagc 


840 


ggcggcggcc 


tggtgcaacc 


gggcggcagc 


ctgcgtctga 


gctgcgcggc 


ctccggattt 


900 


acctttagca 


gctatgcgat 


gagctgggtg 


cgccaagccc 


ctgggaaggg 


tctcgagtgg 


960 


gtgagcgcga 


ttagcggtag 


cggcggcagc 


acctattatg 


cggatagcgt 


gaaaggccgt 


1020 


tttaccattt 


cacgtgataa 


ttcgaaaaac 


accctgtatc 


tgcaaatgaa 


cagcctgcgt 


1080 


gcggaagata 


cggccgtgta 


ttattgcgcg 


cgttggggcg 


gcgatggctt 


ttatgcgatg 


1140 


gattattggg 


gccaaggcac 


cctggtgacg 


gttagctcag 


cgtcgaccaa 


aggtccaagc 


1200 


gtgtttccgc 


tggctccgag 


cagcaaaagc 


accagcggcg 


gcacggctgc 


cctgggctgc 


1260 


ctggttaaag 


attatttccc 


ggaaccagtc 


accgtgagct 


ggaacagcgg 


ggcgctgacc 


1320 


agcggcgtgc 


atacctttcc 


ggcggtgctg 


caaagcagcg 


gcctgtatag 


cctgagcagc 


1380 


gttgtgaccg 


tgccgagcag 


cagcttaggc 


actcagacct 


atatttgcaa 


cgtgaaccat 


1440 



aaaccgagca 


acaccaaagt 


ggataaaaaa 


gtggaaccga 


aaagcgaatt 


cgggggaggg 


1500 


agcgggagcg 


gtgattttga 


ttatgaaaag 


atggcaaacg 


ctaataaggg 


ggctatgacc 


1560 


gaaaatgccg 


atgaaaacgc 


gctacagtct 


gacgctaaag 


gcaaacttga 


ttctgtcgct 


1620 


actgattacg 


gtgctgctat 


cgatggtttc 


attggtgacg 


tttccggcct 


tgctaatggt 


1680 


aatggtgcta 


ctggtgattt 


tgctggctct 


aattcccaaa 


tggctcaagt 


cggtgacggt 


1740 


gataattcac 


ctttaatgaa 


taatttccgt 


caatatttac 


cttccctccc 


tcaatcggtt 


1800 


gaatgtcgcc 


cttttgtctt 


tggcgctggt 


aaaccatatg 


aattttctat 


tgattgtgac 


1860 


aaaataaact 


tattccgtgg 


tgtctttgcg 


tttcttttat 


atgttgccac 


ctttatgtat 


1920 


gtattttcta 


cgtttgctaa 


catactgcgt 


aataaggagt 


cttgataagc 


ttgacctgtg 


1980 


aagtgaaaaa 


tggcgcagat 


tgtgcgacat 


tttttttgtc 


tgccgtttaa 


tgaaattgta 


2040 


aacgttaata 


ttttgttaaa 


attcgcgtta 


aatttttgtt 


aaatcagctc 


attttttaac 


2100 


caataggccg 


aaatcggcaa 


aatcccttat 


aaatcaaaag 


aatagaccga 


gatagggttg 


2160 


agtgttgttc 


cagtttggaa 


caagagtcca 


ctattaaaga 


acgtggactc 


caacgtcaaa 


2220 


gggcgaaaaa 


ccgtctatca 


gggcgatggc 


ccactacgag 


aaccatcacc 


ctaatcaagt 


2280 


tttttggggt 


cgaggtgccg 


taaagcacta 


aatcggaacc 


ctaaagggag 


cccccgattt 


2340 


agagcttgac 


ggggaaagcc 


ggcgaacgtg 


gcgagaaagg 


aagggaagaa 


agcgaaagga 


2400 


gcgggcgcta 


gggcgctggc 


aagtgtagcg 


gtcacgctgc 


gcgtaaccac 


cacacccgcc 


2460 


gcgcttaatg 


cgccgctaca 


gggcgcgtgc 


tagccatgtg 


agcaaaaggc 


cagcaaaagg 


2520 


ccaggaaccg 


taaaaaggcc 


gcgttgctgg 


cgtttttcca 


taggctccgc 


ccccctgacg 


2580 


agcatcacaa 


aaatcgacgc 


tcaagtcaga 


ggtggcgaaa 


cccgacagga 


ctataaagat 


2640 


accaggcgtt 


tccccctgga 


agctccctcg 


tgcgctctcc 


tgttccgacc 


ctgccgctta 


2700 


ccggatacct 


gtccgccttt 


ctcccttcgg 


gaagcgtggc 

ZJ ZJ ZJ ZJ ZJ 


gctttctcat 


agctcacgct 


2760 


gtaggtatct 


cagttcggtg 


taggtcgttc 


gctccaagct 


gggctgtgtg 

ZJ ZJ ZJ ZJ ZJ ZJ 


cacgaacccc 


2820 


ccgttcagtc 


cgaccgctgc 


gccttatccg 


gtaactatcg 


tcttgagtcc 


aacccggtaa 


2880 


gacacgactt 


atcgccactg 


gcagcagcca 


ctggtaacag 


gattagcaga 


gcgaggtatg 


2940 


taggcggtgc 


tacagagttc 


ttgaagtggt 


ggcctaacta 


cggctacact 


agaagaacag 


3000 


tatttggtat 


ctgcgctctg 


ctgtagccag 


ttaccttcgg 


aaaaagagtt 


ggtagctctt 


3060 


gatccggcaa 


acaaaccacc 


QCtqqtaqcq 


gtggtttttt 


tgtttgcaag 


cagcagatta 


3120 


cgcgcagaaa 


aaaaggatct 


caagaagatc 


ctttgatctt 


ttctacgggg 


tctgacgctc 


3180 


<*y LygddLga 


f~ f r ryi" 

dadC LCaCyX 


xaaggga l lx 


tgg xcagarc 


ragcaccagg 


f~ ft +- +- +- -\ -\ n 

eg l l xaaggg 




caccaataac 


tgccttaaaa 


aaattacgcc 


ccgccctgcc 


actcatcgca 


gtactgttgt 


3300 


aattcattaa 


gcattctgcc 


gacatggaag 


ccatcacaaa 


cggcatgatg 


aacctgaatc 


3360 


gccagcggca 


tcagcacctt 


gtcgccttgc 


gtataatatt 


tgcccatagt 


gaaaacgggg 


3420 



gcgaagaagt 


tgtccatatt 


ggctacgttt aaatcaaaac tggtgaaact cacccaggga 


3480 


ttggctgaga 


cgaaaaacat 


attctcaata aaccctttag ggaaataggc caggttttca 


3540 


ccgtaacacg 


ccacatcttg 


cgaatatatg tgtagaaact gccggaaatc gtcgtggtat 


3600 


tcactccaga 


gcgatgaaaa 


cgtttcagtt tgctcatgga aaacggtgta acaagggtga 


3660 


acactatccc 


atatcaccag 


ctcaccgtct ttcattgcca tacggaactc cgggtgagca 


3720 


ttcatcaggc 


gggcaagaat 


gtgaataaag gccggataaa acttgtgctt atttttcttt 


3780 


acggtcttta 


aaaaggccgt 


aatatccagc tgaacggtct ggttataggt acattgagca 


3840 


actgactgaa 


atgcctcaaa 


atgttcttta cgatgccatt gggatatatc aacggtggta 


3900 


tatccagtga 


tttttttctc 


cattttagct tccttagctc ctgaaaatct cgataactca 


3960 


aaaaatacgc 


ccggtagtga 


tcttatttca ttatggtgaa agttggaacc tcacccgacg 


4020 


tctaatgtga 


gttagctcac 


tcattaggca ccccaggctt tacactttat gcttccggct 


4080 


cgtatgttgt 


gtggaattgt 


gagcggataa caatttcaca caggaaacag ctatgaccat 


4140 


gattacgaat 


t 




4151 



<210> 254 
<211> 638 
<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct; pMORPHl8_Fab protein 
<400> 254 

Met Lys Lys Thr Ala lie Ala lie Ala val Ala Leu Ala Gly Phe Ala 
15 10 15 

Thr val Ala Gin Ala Asp lie val Leu Thr Gin ser Pro Ala Thr Leu 
20 25 30 

Ser Leu Ser Pro Gly Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser Gin 
35 40 45 

Ser val Ser Ser Ser Tyr Leu Ala Trp Tyr Gin Gin Lys Pro Gly Gin 
50 55 60 

Ala Pro Arg Leu Leu lie Tyr Gly Ala Ser Ser Arg Ala Thr Gly val 
65 70 75 80 

Pro Ala Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr 



85 



90 



95 



lie Ser Ser Leu Glu Pro Glu Asp Phe Ala Val Tyr Tyr cys Gin Gin 
100 105 * 110 

His Tyr Thr Thr Pro Pro Thr Phe Gly Gin Gly Thr Lys val Glu lie 
115 120 125 

Lys Arg Thr val Ala Ala Pro ser val Phe He Phe Pro Pro Ser Asp 
130 135 140 

Glu Gin Leu Lys Ser Gly Thr Ala Ser val Val Cys Leu Leu Asn Asn 
145 150 155 160 

Phe Tyr Pro Arg Glu Ala Lys Val Gin Trp Lys Val Asp Asn Ala Leu 
165 170 175 

Gin ser Gly Asn ser Gin Glu Ser val Thr Glu Gin Asp Ser Lys Asp 
180 185 190 

Ser Thr Tyr Ser Leu Ser Ser Thr Leu Thr Leu Ser Lys Ala Asp Tyr 
195 200 205 

Glu Lys His Lys Val Tyr Ala Cys Glu val Thr His Gin Gly Leu ser 
210 215 220 

Ser Pro Val Thr Lys Ser Phe Asn Arg Gly Glu Ala Met Lys Gin Ser 
225 230 ~ 235 240 

Thr lie Ala Leu Ala Leu Leu Pro Leu Leu Phe Thr Pro val Thr Lys 
245 250 255 

Ala Gin val Gin Leu val Glu Ser Gly Gly Gly Leu val Gin Pro Gly 
260 265 270 

Gly Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Ser Ser 
275 " 280 285 

Tyr Ala Met Ser Trp val Arg Gin Ala Pro Gly Lys Gly Leu Glu Trp 
290 295 300 

Val Ser Ala lie Ser Gly Ser Gly Gly Ser Thr Tyr Tyr Ala Asp Ser 
305 310 315 320 

Val Lys Gly Arg Phe Thr lie Ser Arg Asp Asn Ser Lys Asn Thr Leu 
325 330 335 



Tyr Leu Gin Met Asn Ser Leu Arg Ala Glu Asp Thr Ala val Tyr Tyr 
340 345 350 



Cys Ala Arg Trp Gly Gly Asp Gly Phe Tyr Ala Met Asp Tyr Trp Gly 
355 360 365 

Gin Gly Thr Leu val Thr val Ser ser Ala Ser Thr Lys Gly Pro Ser 
370 375 380 

Val Phe Pro Leu Ala Pro Ser Ser Lys Ser Thr Ser Gly Gly Thr Ala 
385 390 395 400 

Ala Leu Gly Cys Leu val Lys Asp Tyr Phe Pro Glu Pro Val Thr Val 
405 410 415 

Ser Trp Asn Ser Gly Ala Leu Thr Ser Gly val His Thr Phe Pro Ala 
420 425 430 

val Leu Gin Ser Ser Gly Leu Tyr Ser Leu Ser Ser val val Thr val 
435 440 445 

Pro Ser Ser Ser Leu Gly Thr Gin Thr Tyr lie Cys Asn Val Asn His 
450 455 460 

Lys Pro Ser Asn Thr Lys val Asp Lys Lys val Glu Pro Lys Ser Glu 
465 470 475 480 

Phe Gly Gly Gly Ser Gly Ser Gly Asp Phe Asp Tyr Glu Lys Met Ala 
485 490 495 

Asn Ala Asn Lys Gly Ala Met Thr Glu Asn Ala Asp Glu Asn Ala Leu 
500 505 510 

Gin Ser Asp Ala Lys Gly Lys Leu Asp Ser val Ala Thr Asp Tyr Gly 
515 520 525 

Ala Ala lie Asp Gly Phe lie Gly Asp val Ser Gly Leu Ala Asn Gly 
530 535 540 

Asn Gly Ala Thr Gly Asp Phe Ala Gly Ser Asn Ser Gin Met Ala Gin 
545 550 555 560 

val Gly Asp Gly Asp Asn Ser Pro Leu Met Asn Asn Phe Arg Gin Tyr 
565 570 575 

Leu Pro Ser Leu Pro Gin Ser val Glu Cys Arg Pro Phe Val Phe Gly 
580 585 ~ 590 



Ala Gly Lys Pro Tyr Glu Phe Ser lie Asp Cys Asp Lys lie Asn Leu 
595 600 605 



Phe Arg Gly val Phe Ala Phe Leu Leu Tyr val Ala Thr Phe Met Tyr 
610 615 620 



val Phe Ser Thr Phe Ala Asn lie Leu Arg Asn Lys Glu Ser 
625 630 635 



<210> 255 

<211> 5020 

<212> DNA 

<213> artificial sequence 



<220> 

<223> synthetic construct; pMORPH x9 
<400> 255 



atcgtgctga 


cccagccgcc 


ttcagtgagt 


ggcgcaccag 


gtcagcgtgt 


gaccatctcg 

ZJ ZJ 


60 


tgtagcggca 


gcagcagcaa 


cattggcagc 


aactatgtga 


gctggtacca 


gcagttgccc 


120 


qqqacqqcqc 

ZJZJZJ ZJZJ ZJ 


cgaaactgct 


gatttatgat 


aacaaccagc 


gtccctcagg 


cgtgccggat 

ZJ *~ZJ ZJZJ 


180 


cgttttagcg 


gatccaaaag 


cggcaccagc 


gcgagccttq 

ZJ ZJ ZJ 3 


cgattacggq 


cctgcaaagc 


240 


gaagacgaag 

ZJ ZJ ZJ ZJ 


cggattatta 


ttgccagagc 


tatqacatgc 


ctcaggctgt 


gtttggcggc 

ZJ 33 33 


300 


ggcacgaag l 


L LQaCCyllC 


L tggccagcc 


gaaagccgca 


ccgag rg tga 


cgcxgx l tec 


jDU 


gccgagcagc 


gaagaattgc 


aggcgaacaa 


agcgaccctg 


gtgtgcctga 


ttagcgactt 


420 


ttatccggga 


gccgtgacag 


tggcctggaa 


ggcagatagc 


agccccgtca 


aggcgggagt 


480 


ggagaccacc 


acaccctcca 


aacaaagcaa 


caacaagtac 


gcggccagca 


gctatctgag 


540 


cctgacgcct 


gagcagtgga 


agtcccacag 


aagctacagc 


tgccaggtca 


cgcatgaggg 


600 


gagcaccgtg 


gaaaaaaccg 


ttgcgccgac 


tgaggcctga 


taagcatgcg 


taggagaaaa 


660 


taaaatgaaa 


caaagcacta 


ttgcactggc 


actcttaccg 


ttgctcttca 


cccctgttac 


720 


caaagcccag 


gtgcaattga 


aagaaagcgg 


cccggccctg 


gtgaaaccga 


cccaaaccct 


780 


gaccctgacc 


tgtacctttt 


ccggatttag 


cctgtccacg 


tctggcgttg 


gcgtgggctg 


840 


gattcgccag 


ccgcctggga 


aagccctcga 


gtggctggct 


ctgattgatt 


gggatgatga 


900 


taagtattat 


agcaccagcc 


tgaaaacgcg 


tctgaccatt 


agcaaagata 


cttcgaaaaa 


960 


tcaggtggtg 


ctgactatga 


ccaacatgga 


cccggtggat 


acggccacct 


attattgcgc 


1020 


gcgttctcct 


cgttatcgtg 


gtgcttttga 


ttattggggc 


caaggcaccc 


tggtgacggt 


1080 


tagctcagcg 


tcgaccaaag 


gtccaagcgt 


gtttccgctg 


gctccgagca 


gcaaaagcac 


1140 


cagcggcggc 


acggctgccc 


tgggctgcct 


ggttaaagat 


tatttcccgg 


aaccagtcac 


1200 


cgtgagctgg 


aacagcgggg 


cgctgaccag 


cggcgtgcat 


acctttccgg 


cggtgctgca 


1260 



aagcagcggc 


ctgtatagcc 


tgagcagcgt 


tgtgaccgtg 


ccgagcagca 


gcttaggcac 


1320 


tcagacctat 


atttgcaacg 


tgaaccataa 


accgagcaac 


accaaagtgg 


ataaaaaagt 


1380 


ggaaccgaaa 


agcgaattcg 


actataaaga 


tgacgatgac 


aaaggcgcgc 


cgtggagcca 


1440 


cccgcagttt 


gaaaaatgat 


aagcttgacc 


tgtgaagtga 


aaaatggcgc 


agattgtgcg 


1500 


acattttttt 


tgtctgccgt 


ttaattaaag 


gggggggggg 


gccggcctgg 


gggggggtgt 


1560 


acatgaaatt 


gtaaacgtta 


atattttgtt 


aaaattcgcg 


ttaaattttt 


gttaaatcag 


1620 


ctcatttttt 


aaccaatagg 


ccgaaatcgg 


caaaatccct 


tataaatcaa 


aagaatagac 


1680 


cgagataggg 


ttgagtgttg 


ttccagtttg 


gaacaagagt 


ccactattaa 


agaacgtgga 


1740 


ctccaacgtc 


aaagggcgaa 


aaaccgtcta 


tcagggcgat 


ggcccactac 


gagaaccatc 


1800 


accctaatca 


agttttttgg 


ggtcgaggtg 


ccgtaaagca 


ctaaatcgga 


accctaaagg 


1860 


gagcccccga 


tttagagctt 


gacggggaaa 


gccggcgaac 


gtggcgagaa 


aggaagggaa 


1920 


gaaagcgaaa 


ggagcgggcg 


ctagggcgct 


ggcaagtgta 


gcggtcacgc 


tgcgcgtaac 


1980 


caccacaccc 


gccgcgctta 


atgcgccgct 


acagggcgcg 


tgctagacta 


gtgtttaaac 


2040 


cggaccgggg 


gggggcttaa 


gtgggctgca 


aaacaaaacg 


gcctcctgtc 


aggaagccgc 


2100 


ttttatcggg 


tagcctcact 


gcccgctttc 


cagtcgggaa 


acctgtcgtg 


ccagctgcat 


2160 


cagtgaatcg 


gccaacgcgc 


ggggagaggc 


ggtttgcgta 


ttgggagcca 


gggtggtttt 


2220 


tcttttcacc 


agtgagacgg 


gcaacagctg 


attgcccttc 


accgcctggc 


cctgagagag 


2280 


ttgcagcaag 


cggtccacgc 


tggtttgccc 


cagcaggcga 


aaatcctgtt 


tgatggtggt 


2340 


cagcggcggg 


atataacatg 


agctgtcctc 


ggtatcgtcg 


tatcccacta 


ccgagatgtc 


2400 


cgcaccaacg 


cgcagcccgg 


actcggtaat 


ggcacgcatt 


gcgcccagcg 


ccatctgatc 


2460 


gttggcaacc 


agcatcgcag 


tgggaacgat 


gccctcattc 


agcatttgca 


tggtttgttg 


2520 


aaaaccggac 


atggcactcc 


agtcgccttc 


ccgttccgct 


atcggctgaa 


tttgattgcg 


2580 


agtgagatat 


ttatgccagc 


cagccagacg 


cagacgcgcc 


gagacagaac 


ttaatgggcc 


2640 


agctaacagc 


gcgatttgct 


ggtggcccaa 


tgcgaccaga 


tgctccacgc 


ccagtcgcgt 


2700 


accgtcctca 


tgggagaaaa 


taatactgtt 


gatgggtgtc 


tggtcagaga 


catcaagaaa 


2760 


taacgccgga 


acattagtgc 


aggcagcttc 


cacagcaata 


gcatcctggt 


catccagcgg 


2820 


atagttaata 


atcagcccac 


tgacacgttg 


cgcgagaaga 


ttgtgcaccg 


ccgctttaca 


2880 


ggcttcgacg 


ccgcttcgtt 


ctaccatcga 


cacgaccacg 


ctggcaccca 


gttgatcggc 


2940 


gcgagattta 


atcgccgcga 


caatttgcga 


cggcgcgtgc 


agggccagac 


tggaggtggc 


3000 


aacgccaatc 


agcaacgact 


gtttgcccgc 


cagttgttgt 


gccacgcggt 


taggaatgta 


3060 


attcagctcc 


gccatcgccg 


cttccacttt 


ttcccgcgtt 


ttcgcagaaa 


cgtggctggc 


3120 


ctggttcacc 


acgcgggaaa 


cggtctgata 


agagacaccg 


gcatactctg 


cgacatcgta 


3180 



taacgttact 


ggtttcacat 


tcaccaccct 


gaattgactc 


tcttccgggc 


gctatcatgc 


3240 


cataccgcga 


aaggttttgc 


gccattcgat 


gctagccatg 


tgagcaaaag 


gccagcaaaa 


3300 


ggccaggaac 


cgtaaaaagg 


ccgcgttgct 


ggcgtttttc 


cataggctcc 


gcccccctga 


3360 


cgagcatcac 


aaaaatcgac 


gctcaagtca 


gaggtggcga 


aacccgacag 


gactataaag 


3420 


ataccaggcg 


tttccccctg 


gaagctccct 


cgtgcgctct 


cctgttccga 


ccctgccgct 


3480 


taccggatac 


ctgtccgcct 


ttctcccttc 


gggaagcgtg 


gcgctttctc 


atagctcacg 


3540 


ctgtaggtat 


ctcagttcgg 


tgtaggtcgt 


tcgctccaag 


ctgggctgtg 


tgcacgaacc 


3600 


ccccgttcag 


cccgaccgct 


gcgccttatc 


cggtaactat 


cgtcttgagt 


ccaacccggt 


3660 


aagacacgac 


ttatcgccac 


tggcagcagc 


cactggtaac 


aggattagca 


gagcgaggta 


3720 


tgtaggcggt 


gctacagagt 


tcttgaagtg 


gtggcctaac 


tacggctaca 


ctagaagaac 


3780 


agtatttggt 


atctgcgctc 


tgctgtagcc 


agttaccttc 


ggaaaaagag 


ttggtagctc 


3840 


ttgatccggc 


aaacaaacca 


ccgctggtag 


cggtggtttt 


tttgtttgca 


agcagcagat 


3900 


tacgcgcaga 


aaaaaaggat 


ctcaagaaga 


tcctttgatc 


ttttctacgg 


ggtctgacgc 


3960 


tcagtggaac 


gaaaactcac 


gttaagggat 


tttggtcaga 


tctagcacca 


ggcgtttaag 

ZJ ZJ ZJ ZJ 


4020 


ggcaccaata 


actgccttaa 


aaaaattacg 


ccccgccctg 


ccactcatcg 


cagtactgtt 


4080 


gtaattcatt 


aagcattctg 


ccgacatgga 


agccatcaca 


aacggcatga 

ZJ ZJ ZJ 


tgaacctgaa 


4140 


tcgccagcgg 


catcagcacc 


ttgtcgcctt 


gcgtataata 


tttgcccata 


gtgaaaacgg 


4200 


gggcgaagaa 


gttgtccata 


ttggctacgt 


ttaaatcaaa 


actggtgaaa 


ctcacccagg 


4260 


gattggctga 


gacgaaaaac 


atattctcaa 


taaacccttt 


agggaaatag 


gccaggtttt 


4320 


caccgtaaca 


cgccacatct 


tgcgaatata 


tgtgtagaaa 


ctgccggaaa 


tcgtcgtggt 


4380 


attcactcca 


gagcgatgaa 


aacgtttcag 


tttgctcatg 


gaaaacggtg 


taacaagggt 


4440 


gaacactatc 


ccatatcacc 


agctcaccgt 


ctttcattgc 


catacggaac 


tccgggtgag 


4500 


cattcatcag 


gcgggcaaga 


atgtgaataa 


aggccggata 


aaacttgtgc 


ttatttttct 


4560 


ttacggtctt 


taaaaaggcc 


gtaatatcca 


gctgaacggt 


ctggttatag 


gtacattgag 


4620 


caactgactg 


aaatgcctca 


aaatgttctt 


tacgatgcca 


ttgggatata 


tcaacggtgg 


4680 


tatatccagt 


gatttttttc 


tccattttag 


cttccttagc 


tcctgaaaat 


ctcgataact 


4740 


caaaaaatac 


gcccggtagt 


gatcttattt 


cattatggtg 


aaagttggaa 


cctcacccga 


4800 




gag u tagc lc 


acxca l ragg 


caccccaggc 


t t LdCaCl 11 


aLycttccgg 


*fODU 


ctcgtatgtt 


gtgtggaatt 


gtgagcggat 


aacaatttca 


cacaggaaac 


agctatgacc 


4920 


atgattacga 


atttctagat 


aacgagggca 


aaaaatgaaa 


aagacagcta 


tcgcgattgc 


4980 


agtggcactg 


gctggtttcg 


ctaccgtagc 


gcaggccgat 






5020 



<210> 256 



<211> 7 

<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct 

<400> 256 

Ala Glu Phe Arg His Asp Cys 
1 5 

<210> 257 

<211> 7 

<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct 

<400> 257 

Glu Phe Arg His Asp Ser cys 
1 5 

<210> 258 

<211> 7 

<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct 

<400> 258 

Phe Arg His Asp Ser Gly Cys 
1 5 

<210> 259 

<211> 7 

<212> PRT 

<213> artificial sequence 



<220> 

<223> synthetic construct 

<400> 259 

Arg His Asp Ser Gly Tyr Cys 

<210> 260 

<211> 7 

<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct 

<400> 260 

His Asp Ser Gly Tyr Glu Cys 

<210> 261 

<211> 7 

<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct 

<400> 261 

Asp Ser Gly Tyr Glu val Cys 
1 5 

<210> 262 

<211> 7 

<212> PRT 

<213> artificial sequence 



<220> 



<223> synthetic construct 

<400> 262 

Ser Gly Tyr Glu val His Cys 
1 5 

<210> 263 

<211> 7 

<212> PRT 

<213> artificial sequence 



<220> 

<223> synthetic construct 

<400> 263 

Tyr Glu Val His His Gin Cys 
1 5 

<210> 264 

<211> 7 

<212> PRT 

<213> artificial sequence 



<220> 

<223> synthetic construct 

<400> 264 

Glu val His His Gin Lys Cys 
1 5 

<210> 265 

<211> 7 

<212> PRT 

<213> artificial sequence 



<220> 

<223> synthetic construct 
<400> 265 

val His His Gin Lys Leu Cys 



1 



5 



<210> 266 

<211> 7 
<212> ' PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct 

<400> 266 

His His Gin Lys Leu val Cys 
1 5 

<210> 267 

<211> 7 

<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct 

<400> 267 

His Gin Lys Leu val Phe Cys 

<210> 268 

<211> 7 

<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct 

<400> 268 

Gin Lys Leu Val Phe Phe Cys 
1 5 



<210> 269 



<211> 7 
<212> PRT 

<213> artificial sequence 



<220> 

<223> synthetic construct 

<400> 269 

Lys Leu val Phe Phe Ala Cys 
1 5 

<210> 270 

<211> 7 

<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct 

<400> 270 

Leu val Phe Phe Ala Glu Cys 
1 5 

<210> 271 

<211> 7 

<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct 

<400> 271 

val Phe Phe Ala Glu Asp Cys 
1 5 

<210> 272 

<211> 7 

<212> PRT 

<213> artificial sequence 



<220> 

<223> synthetic construct 

<400> 272 

Phe Phe Ala Glu Asp val Cys 
1 5 

<210> 273 

<211> 7 

<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct 

<400> 273 

Phe Ala Glu Asp val Gly Cys 

<210> 274 

<211> 7 

<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct 

<400> 274 

Ala Glu Asp val Gly Ser Cys 
1 5 

<210> 275 

<211> 7 

<212> PRT 

<213> artificial sequence 



<220> 



<223> synthetic construct 

<400> 275 

Glu Asp val Gly Ser Asn Cys 
1 5 

<210> 276 

<211> 7 

<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct 

<400> 276 

Asp val Gly Ser Asn Lys Cys 
1 5 

<210> 277 

<211> 7 

<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct 

<400> 277 

val Gly Ser Asn Lys Gly Cys 
1 5 

<210> 278 

<211> 7 

<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct 

<400> 278 

Gly Ser Asn Lys Gly Ala Cys 



1 



5 



<210> 279 

<211> 7 

<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct 

<400> 279 

Cys ser Asn Lys Gly Ala lie 
1 5 

<210> 280 

<211> 7 

<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct 

<400> 280 

Cys Asn Lys Gly Ala lie lie 
1 5 

<210> 281 

<211> 7 

<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct 

<400> 281 

Cys Lys Gly Ala lie lie Gly 



<210> 282 



<211> 
<212> 
<213> 



7 

PRT 

artificial sequence 



<220> 

<223> synthetic construct 

<400> 282 

Cys Gly Leu Met val Gly Gly 
1 5 

<210> 283 

<211> 7 

<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct 

<400> 283 

Cys Met val Gly Gly val val 

<210> 284 

<211> 7 

<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct 

<400> 284 

Cys Gly Gly Val Val He Ala 
1 5 

<210> 285 

<211> 6 

<212> PRT 

<213> artificial sequence 



<220> 

<223> synthetic construct; peptide 1 A beta 

<400> 285 

Ala Glu Phe Arg His Asp 
1 5 

<210> 286 

<211> 7 

<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct; peptide 2 A beta 

<400> 286 

Glu Phe Arg His Asp Ser Gly 
1 5 

<210> 287 

<211> 5 

<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct; peptide 3 A beta 

<400> 287 

Glu Phe Arg His Asp 
1 5 

<210> 288 

<211> 4 

<212> PRT 

<213> artificial sequence 
<220> 



<223> synthetic construct; peptide 4 A beta 

<400> 288 

His Asp Ser Gly 
1 

<210> 289 

<211> 5 

<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct; peptide 5 A beta 

<400> 289 

His His Gin Lys Leu 
1 5 

<210> 290 

<211> 6 

<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct; peptide 6 A beta 

<400> 290 

Leu val Phe Phe Ala Glu 
1 5 

<210> 291 

<211> 6 

<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct; peptide 7 A beta 

<400> 291 

val Phe Phe Ala Glu Asp 



1 



5 



<210> 292 

<211> 4 

<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct; peptide 8 A beta 

<400> 292 

val Phe Phe Ala 
1 

<210> 293 
<211> 6 
<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct; peptide 9 A beta 
<400> 293 

Phe Phe Ala Glu Asp val 
1 5 

<210> 294 
<211> 360 
<212> DNA 

<213> artificial sequence 
<220> 

<223> synthetic construct 
<400> 294 

caattggtgg aaagcggcgg cggcctggtg caaccgggcg gcagcctgcg tctgagctgc 60 
gcggcctccg gatttacctt tagcagctat gcgatgagct gggtgcgcca agcccctggg 120 
aagggtctcg agtgggtgag cgttatttct gagaagtctc gttttattta ttatgctgat 180 
tctgttaagg gtcgttttac catttcacgt gataattcga aaaacaccct gtatctgcaa 240 



atgaacagcc tgcgtgcgga agatacggcc gtgtattatt gcgcgcgtct tactcattat 300 
gctcgttatt atcgttattt tgatgtttgg ggccaaggca ccctggtgac ggttagctca 360 

<210> 295 
<211> 120 
<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct 
<400> 295 

Gin Leu val Glu Ser Gly Gly Gly Leu Val Gin Pro Gly Gly Ser Leu 
15 10 15 

Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Ser ser Tyr Ala Met 
20 25 30 

Ser Trp val Arg Gin Ala Pro Gly Lys Gly Leu Glu Trp val Ser val 
35 ~ 40 45 

lie Ser Glu Lys Ser Arg Phe lie Tyr Tyr Ala Asp Ser val Lys Gly 
50 55 60 

Arg Phe Thr lie Ser Arg Asp Asn Ser Lys Asn Thr Leu Tyr Leu Gin 
65 70 75 80 

Met Asn Ser Leu Arg Ala Glu Asp Thr Ala val Tyr Tyr Cys Ala Arg 
85 90 95 

Leu Thr His Tyr Ala Arg Tyr Tyr Arg Tyr Phe Asp val Trp Gly Gin 
100 ~ 105 110 

Gly Thr Leu val Thr val Ser Ser 
115 120 

<210> 296 

<211> 360 

<212> DNA 

<213> artificial sequence 



<220> 



<223> synthetic construct 
<400> 296 

caattggtgg aaagcggcgg cggcctggtg caaccgggcg gcagcctgcg tctgagctgc 60 

gcggcctccg gatttacctt tagcagctat gcgatgagct gggtgcgcca agcccctggg 120 

aagggtctcg agtgggtgag cgctatttct gagacttcta ttcgtaagta ttatgctgat 180 

tctgttaagg gtcgttttac catttcacgt gataattcga aaaacaccct gtatctgcaa 240 

atgaacagcc tgcgtgcgga agatacggcc gtgtattatt gcgcgcgtct tactcattat 300 

gctcgttatt atcgttattt tgatgtttgg ggccaaggca ccctggtgac ggttagctca 360 

<210> 297 
<211> 120 
<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct 
<400> 297 

Gin Leu val Glu Ser Gly Gly Gly Leu val Gin Pro Gly Gly Ser Leu 
15 10 15 

Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Ser ser Tyr Ala Met 
20 25 30 

Ser Trp Val Arg Gin Ala Pro Gly Lys Gly Leu Glu Trp val Ser Ala 
35 ~ 40 45 

lie Ser Glu Thr Ser He Arg Lys Tyr Tyr Ala Asp ser val Lys Gly 
50 55 60 

Arg Phe Thr lie Ser Arg Asp Asn Ser Lys Asn Thr Leu Tyr Leu Gin 
65 70 75 80 

Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys Ala Arg 
85 90 95 

Leu Thr His Tyr Ala Arg Tyr Tyr Arg Tyr Phe Asp val Trp Gly Gin 
100 ~ 105 110 



Gly Thr Leu val Thr val Ser ser 
115 120 



<210> 298 
<211> 360 
<212> DNA 

<213> artificial sequence 
<220> 

<223> synthetic construct 
<400> 298 

caattggtgg aaagcggcgg cggcctggtg caaccgggcg gcagcctgcg tctgagctgc 60 
gcggcctccg gatttacctt tagcagctat gcgatgagct gggtgcgcca agcccctggg 120 
aagggtctcg agtgggtgag cgttatttct cagactggtc gtaagattta ttatgctgat 180 
tctgttaagg gtcgttttac catttcacgt gataattcga aaaacaccct gtatctgcaa 240 
atgaacagcc tgcgtgcgga agatacggcc gtgtattatt gcgcgcgtct tactcattat 300 
gctcgttatt atcgttattt tgatgtttgg ggccaaggca ccctggtgac ggttagctca 360 

<210> 299 
<211> 120 
<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct 
<400> 299 

Gin Leu val Glu Ser Gly Gly Gly Leu val Gin Pro Gly Gly Ser Leu 
15 10 15 

Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe ser ser Tyr Ala Met 
20 25 30 

ser Trp val Arg Gin Ala Pro Gly Lys Gly Leu Glu Trp val ser val 
35 40 45 

lie Ser Gin Thr Gly Arg Lys lie Tyr Tyr Ala Asp Ser val Lys Gly 
50 55 60 

Arg Phe Thr lie Ser Arg Asp Asn Ser Lys Asn Thr Leu Tyr Leu Gin 
65 70 75 80 



Met Asn ser Leu Arg Ala Glu Asp Thr Ala val Tyr Tyr Cys Ala Arg 



85 90 95 

Leu Thr His Tyr Ala Arg Tyr Tyr Arg Tyr Phe Asp val Trp Gly Gin 
100 105 110 

Gly Thr Leu val Thr val Ser Ser 
115 120 

<210> 300 
<211> 360 
<212> DNA 

<213> artificial sequence 
<220> 

<223> synthetic construct 
<400> 300 

caattggtgg aaagcggcgg cggcctggtg caaccgggcg gcagcctgcg tctgagctgc 60 
gcggcctccg gatttacctt tagcagctat gcgatgagct gggtgcgcca agcccctggg 120 
aagggtctcg agtgggtgag cgttatttct cagactggtc gtaagattta ttatgctgat 180 
tctgttaagg gtcgttttac catttcacgt gataattcga aaaacaccct gtatctgcaa 240 
atgaacagcc tgcgtgcgga agatacggcc gtgtattatt gcgcgcgtct tactcattat 300 
gctcgttatt atcgttattt tgatgtttgg ggccaaggca ccctggtgac ggttagctca 360 

<210> 301 
<211> 120 
<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct 
<400> 301 

Gin Leu Val Glu Ser Gly Gly Gly Leu Val Gin Pro Gly Gly Ser Leu 
15 10 15 

Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Ser Ser Tyr Ala Met 
20 25 30 



Ser Trp val Arg Gin Ala Pro Gly Lys Gly Leu Glu Trp val Ser Val 
35 40 45 



lie Ser Gin Thr Gly Arg Lys lie Tyr Tyr Ala Asp Ser Val Lys Gly 
50 55 60 



Arg Phe Thr lie Ser Arg Asp Asn Ser Lys Asn Thr Leu Tyr Leu Gin 
65 70 75 80 

Met Asn Ser Leu Arg Ala Glu Asp Thr Ala val Tyr Tyr Cys Ala Arg 
85 90 95 

Leu Thr His Tyr Ala Arg Tyr Tyr Arg Tyr Phe Asp Val Trp Gly Gin 
100 105 110 

Gly Thr Leu Val Thr Val Ser ser 
115 120 

<210> 302 
<211> 360 
<212> DNA 

<213> artificial sequence 
<220> 

<223> synthetic construct 
<400> 302 

caattggtgg aaagcggcgg cggcctggtg caaccgggcg gcagcctgcg tctgagctgc 60 
gcggcctccg gatttacctt tagcagctat gcgatgagct gggtgcgcca agcccctggg 120 
aagggtctcg agtgggtgag cgttatttct gagactggta agaatattta ttatgctgat 180 
tctgttaagg gtcgttttac catttcacgt gataattcga aaaacaccct gtatctgcaa 240 
atgaacagcc tgcgtgcgga agatacggcc gtgtattatt gcgcgcgtct tactcattat 300 
gctcgttatt atcgttattt tgatgtttgg ggccaaggca ccctggtgac ggttagctca 360 

<210> 303 

<211> 120 

<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct 

<400> 303 



Gin Leu val Glu Ser Gly Gly Gly Leu Val Gin Pro Gly 
1 5 10 



Gly ser Leu 
15 



Arg Leu Ser cys Ala Ala Ser Gly Phe Thr Phe Ser ser Tyr Ala Met 
20 25 30 

Ser Trp val Arg Gin Ala Pro Gly Lys Gly Leu Glu Trp val Ser val 
35 40 45 

lie Ser Glu Thr Gly Lys Asn lie Tyr Tyr Ala Asp Ser Val Lys Gly 
50 55 60 

Arg Phe Thr lie ser Arg Asp Asn Ser Lys Asn Thr Leu Tyr Leu Gin 
65 70 75 80 

Met Asn Ser Leu Arg Ala Glu Asp Thr Ala val Tyr Tyr Cys Ala Arg 
85 90 95 

Leu Thr His Tyr Ala Arg Tyr Tyr Arg Tyr Phe Asp Val Trp Gly Gin 
100 105 110 

Gly Thr Leu val Thr val ser Ser 
115 120 

<210> 304 

<211> 360 

<212> DNA 

<213> artificial sequence 



<220> 

<223> synthetic construct 
<400> 304 

caattggtgg aaagcggcgg cggcctggtg caaccgggcg gcagcctgcg tctgagctgc 60 

gcggcctccg gatttacctt tagcagctat gcgatgagct gggtgcgcca agcccctggg 120 

aagggtctcg agtgggtgag cgttatttct gagactggta agaatattta ttatgctgat 180 

tctgttaagg gtcgttttac catttcacgt gataattcga aaaacaccct gtatctgcaa 240 

atgaacagcc tgcgtgcgga agatacggcc gtgtattatt gcgcgcgtct tactcattat 300 

gctcgttatt atcgttattt tgatgtttgg ggccaaggca ccctggtgac ggttagctca 360 



<210> 305 
<211> 120 



<212> PRT 

<213> artificial sequence 



<220> 

<223> synthetic construct 
<400> 305 

Gin Leu Val Glu Ser Gly Gly Gly Leu Val Gin Pro Gly Gly Ser Leu 
15 10 15 

Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Ser Ser Tyr Ala Met 
20 25 30 

Ser Trp val Arg Gin Ala Pro Gly Lys Gly Leu Glu Trp val ser val 
35 ~ 40 45 

He Ser Glu Thr Gly Lys Asn lie Tyr Tyr Ala Asp Ser val Lys Gly 
50 55 60 

Arg Phe Thr lie ser Arg Asp Asn Ser Lys Asn Thr Leu Tyr Leu Gin 
65 70 75 80 

Met Asn Ser Leu Arg Ala Glu Asp Thr Ala val Tyr Tyr Cys Ala Arg 
85 90 95 

Leu Thr His Tyr Ala Arg Tyr Tyr Arg Tyr Phe Asp Val Trp Gly Gin 
100 105 110 

Gly Thr Leu val Thr val Ser Ser 
115 120 

<210> 306 
<211> 360 
<212> DNA 

<213> artificial sequence 
<220> 

<223> synthetic construct 
<400> 306 

caattggtgg aaagcggcgg cggcctggtg caaccgggcg gcagcctgcg tctgagctgc 60 
gcggcctccg gatttacctt tagcagctat gcgatgagct gggtgcgcca agcccctggg 120 
aagggtctcg agtgggtgag cgctatttct gagtctggta agactaagta ttatgctgat 180 



tctgttaagg gtcgttttac catttcacgt gataattcga aaaacaccct gtatctgcaa 240 
atgaacagcc tgcgtgcgga agatacggcc gtgtattatt gcgcgcgtct tactcattat 300 
gctcgttatt atcgttattt tgatgtttgg ggccaaggca ccctggtgac ggttagctca 360 

<210> 307 

<211> 120 

<212> PRT 

<213> artificial sequence 



<220> 

<223> synthetic construct 
<400> 307 

Gin Leu val Glu Ser Gly Gly Gly Leu Val Gin Pro Gly Gly Ser Leu 
15 10 15 

Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Ser Ser Tyr Ala Met 
20 25 30 

ser Trp val Arg Gin Ala Pro Gly Lys Gly Leu Glu Trp val Ser Ala 
35 40 45 

lie Ser Glu Ser Gly Lys Thr Lys Tyr Tyr Ala Asp Ser val Lys Gly 
50 55 60 

Arg Phe Thr lie Ser Arg Asp Asn Ser Lys Asn Thr Leu Tyr Leu Gin 
65 70 75 80 

Met Asn Ser Leu Arg Ala Glu Asp Thr Ala val Tyr Tyr Cys Ala Arg 
85 90 95 

Leu Thr His Tyr Ala Arg Tyr Tyr Arg Tyr Phe Asp Val Trp Gly Gin 
100 105 110 

Gly Thr Leu val Thr val Ser ser 
115 120 

<210> 308 

<211> 372 

<212> DNA 

<213> artificial sequence 



<220> 

<223> synthetic construct 
<400> 308 

caattggtgg aaagcggcgg cggcctggtg caaccgggcg gcagcctgcg tctgagctgc 60 

gcggcctccg gatttacctt tagcagctat gcgatgagct gggtgcgcca agcccctggg 120 

aagggtctcg agtgggtgag cgctattaat ggtactggta tgaagaagta ttatgctgat 180 

tctgttaagg gtcgttttac catttcacgt gataattcga aaaacaccct gtatctgcaa 240 

atgaacagcc tgcgtgcgga agatacggcc gtgtattatt gcgcgcgtgg taagggtaat 300 

actcataagc cttatggtta tgttcgttat tttgatgttt ggggccaagg caccctggtg 360 

acggttagct ca 372 

<210> 309 

<211> 124 

<212> PRT 

<213> artificial sequence 



<220> 

<223> synthetic construct 
<400> 309 

Gin Leu val Glu Ser Gly Gly Gly Leu val Gin Pro Gly Gly Ser Leu 
15 10 15 

Arg Leu Ser cys Ala Ala Ser Gly Phe Thr Phe Ser Ser Tyr Ala Met 
20 25 30 

Ser Trp val Arg Gin Ala Pro Gly Lys Gly Leu Glu Trp val Ser Ala 
35 40 45 

lie Asn Gly Thr Gly Met Lys Lys Tyr Tyr Ala Asp Ser val Lys Gly 
50 55 60 

Arg Phe Thr lie Ser Arg Asp Asn Ser Lys Asn Thr Leu Tyr Leu Gin 
65 70 75 80 

Met Asn Ser Leu Arg Ala Glu Asp Thr Ala val Tyr Tyr cys Ala Arg 
85 90 95 

Gly Lys Gly Asn Thr His Lys Pro Tyr Gly Tyr val Arg Tyr Phe Asp 
100 105 110 



val Trp Gly Gin Gly Thr Leu val Thr val Ser Ser 



115 

<210> 310 

<211> 372 

<212> DNA 

<213> artificial 



120 



sequence 



<220> 

<223> synthetic construct 



<400> 310 
caattggtgg 


aaagcggcgg cggcctggtg 


caaccgggcg gcagcctgcg 


tctgagctgc 


60 


gcggcctccg 


gatttacctt tagcagctat 


gcgatgagct gggtgcgcca 


agcccctggg 


120 


aagggtctcg 


agtgggtgag cgctattaat tataatggtg ctcgtattta ttatgctgat 


180 


tctgttaagg 


gtcgttttac catttcacgt 


gataattcga aaaacaccct 


gtatctgcaa 


240 


atgaacagcc 


tgcgtgcgga agatacggcc 


gtgtattatt gcgcgcgtgg 


taagggtaat 


300 


actcataagc 


cttatggtta tgttcgttat 


tttgatgttt ggggccaagg 


caccctggtg 


360 


acggttagct 


ca 






372 



<210> 311 
<211> 124 
<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct 
<400> 311 

Gin Leu val Glu Ser Gly Gly Gly Leu Val Gin Pro Gly Gly Ser Leu 
15 10 15 

Arg Leu Ser cys Ala Ala Ser Gly Phe Thr Phe Ser Ser Tyr Ala Met 
20 25 . 30 

Ser Trp val Arg Gin Ala Pro Gly Lys Gly Leu Glu Trp val Ser Ala 
35 40 45 



lie Asn Tyr Asn Gly Ala Arg lie Tyr Tyr Ala Asp Ser val Lys Gly 
50 55 60 



Arg Phe Thr lie Ser Arg Asp Asn Ser Lys Asn Thr Leu Tyr Leu Gin 
65 70 75 80 



Met Asn Ser Leu Arg Ala Glu Asp Thr Ala val Tyr Tyr Cys Ala Arg 
85 90 95 

Gly Lys Gly Asn Thr His Lys Pro Tyr Gly Tyr val Arg Tyr Phe Asp 
100 105 * 110 

val Trp Gly Gin Gly Thr Leu val Thr val Ser Ser 
115 120 

<210> 312 

<211> 372 

<212> DNA 

<213> artificial sequence 



<220> 

<223> synthetic construct 
<400> 312 

caattggtgg aaagcggcgg cggcctggtg caaccgggcg gcagcctgcg tctgagctgc 60 

gcggcctccg gatttacctt tagcagctat gcgatgagct gggtgcgcca agcccctggg 120 

aagggtctcg agtgggtgag cgctattaat gctgatggta atcgtaagta ttatgctgat 180 

tctgttaagg gtcgttttac catttcacgt gataattcga aaaacaccct gtatctgcaa 240 

atgaacagcc tgcgtgcgga agatacggcc gtgtattatt gcgcgcgtgg taagggtaat 300 

actcataagc cttatggtta tgttcgttat tttgatgttt ggggccaagg caccctggtg 360 

acggttagct ca 372 

<210> 313 

<211> 124 

<212> PRT 

<213> artificial sequence 



<220> 

<223> synthetic construct 
<400> 313 

Gin Leu val Glu Ser Gly Gly Gly Leu Val Gin Pro Gly Gly Ser Leu 
15 10 15 



Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Ser Ser Tyr Ala Met 
20 25 30 



Ser Trp Val Arg Gin Ala Pro Gly Lys Gly Leu Glu Trp Val Ser Ala 
35 " 40 45 

He Asn Ala Asp Gly Asn Arg Lys Tyr Tyr Ala Asp Ser val Lys Gly 
50 55 '60 

Arg Phe Thr lie Ser Arg Asp Asn Ser Lys Asn Thr Leu Tyr Leu Gin 
65 70 75 80 

Met Asn Ser Leu Arg Ala Glu Asp Thr Ala val Tyr Tyr Cys Ala Arg 
85 90 95 

Gly Lys Gly Asn Thr His Lys Pro Tyr Gly Tyr val Arg Tyr Phe Asp 
100 105 110 

Val Trp Gly Gin Gly Thr Leu val Thr val Ser ser 
115 120 

<210> 314 

<211> 372 

<212> DNA 

<213> artificial sequence 
<220> 

<223> synthetic construct 



<400> 314 
caattggtgg 


aaagcggcgg cggcctggtg caaccgggcg gcagcctgcg 


tctgagctgc 


60 


gcggcctccg 


gatttacctt tagcagctat gcgatgagct gggtgcgcca agcccctggg 


120 


aagggtctcg 


agtgggtgag cgctattaat gctgatggta atcgtaagta 


ttatgctgat 


180 


tctgttaagg 


gtcgttttac catttcacgt gataattcga aaaacaccct 


gtatctgcaa 


240 


atgaacagcc 


tgcgtgcgga agatacggcc gtgtattatt gcgcgcgtgg 


taagggtaat 


300 


actcataagc 


cttatggtta tgttcgttat tttgatgttt ggggccaagg 


caccctggtg 


360 


acggttagct 


ca 




372 



<210> 315 
<211> 124 
<212> PRT 



<213> artificial sequence 
<220> 

<223> synthetic construct 
<400> 315 

Gin Leu val Glu ser Gly Gly Gly Leu val Gin Pro Gly Gly ser Leu 
1 5 10 15 

Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Ser Ser Tyr Ala Met 
20 25 30 

Ser Trp val Arg Gin Ala Pro Gly Lys Gly Leu Glu Trp val Ser Ala 
35 40 45 

He Asn Ala Asp Gly Asn Arg Lys Tyr Tyr Ala Asp Ser val Lys Gly 
50 55 60 

Arg Phe Thr lie Ser Arg Asp Asn Ser Lys Asn Thr Leu Tyr Leu Gin 
65 70 75 80 

Met Asn ser Leu Arg Ala Glu Asp Thr Ala val Tyr Tyr Cys Ala Arg 
85 90 95 

Gly Lys Gly Asn Thr His Lys Pro Tyr Gly Tyr Val Arg Tyr Phe Asp 
100 105 110 

Val Trp Gly Gin Gly Thr Leu Val Thr val Ser Ser 
115 ' 120 

i 

<210> 316 
<211> 372 
<212> DNA 

<213> artificial sequence 
<220> 

<223> synthetic construct 
<400> 316 

caattggtgg aaagcggcgg cggcctggtg caaccgggcg gcagcctgcg tctgagctgc 60 
gcggcctccg gatttacctt tagcagctat gcgatgagct gggtgcgcca agcccctggg 120 
aagggtctcg agtgggtgag cgctattaat gctaatggtt ataagaagta ttatgctgat 180 
tctgttaagg gtcgttttac catttcacgt gataattcga aaaacaccct gtatctgcaa 240 



atgaacagcc tgcgtgcgga agatacggcc gtgtattatt 
actcataagc cttatggtta tgttcgttat tttgatgttt 
acggttagct ca 



gcgcgcgtgg taagggtaat 
ggggccaagg caccctggtg 



300 
360 
372 



<210> 317 
<211> 124 
<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct 
<400> 317 

Gin Leu val Glu Ser Gly Gly Gly Leu Val Gin Pro Gly Gly Ser Leu 
15 10 15 

Arg Leu Ser cys Ala Ala Ser Gly Phe Thr Phe Ser Ser Tyr Ala Met 
20 25 30 

Ser Trp val Arg Gin Ala Pro Gly Lys Gly Leu Glu Trp val Ser Ala 
35 40 45 

lie Asn Ala Asn Gly Tyr Lys Lys Tyr Tyr Ala Asp Ser Val Lys Gly 
50 55 60 

Arg Phe Thr lie Ser Arg Asp Asn Ser Lys Asn Thr Leu Tyr Leu Gin 
65 70 75 80 

Met Asn ser Leu Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys Ala Arg 
85 90 95 

Gly Lys Gly Asn Thr His Lys Pro Tyr Gly Tyr val Arg Tyr Phe Asp 
100 105 110 

val Trp Gly Gin Gly Thr Leu Val Thr val Ser ser 
115 120 

<210> 318 

<211> 372 

<212> DNA 

<213> artificial sequence 



<220> 

<223> synthetic construct 
<400> 318 

caattggtgg aaagcggcgg cggcctggtg caaccgggcg gcagcctgcg tctgagctgc 60 

gcggcctccg gatttacctt tagcagctat gcgatgagct gggtgcgcca agcccctggg 120 

aagggtctcg agtgggtgag cgctattaat gctaatggtt ataagaagta ttatgctgat 180 

tctgttaagg gtcgttttac catttcacgt gataattcga aaaacaccct gtatctgcaa 240 

atgaacagcc tgcgtgcgga agatacggcc gtgtattatt gcgcgcgtgg taagggtaat 300 

actcataagc cttatggtta tgttcgttat tttgatgttt ggggccaagg caccctggtg 360 

acggttagct ca 372 

<210> 319 
<211> 124 
<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct 
<400> 319 

Gin Leu val Glu Ser Gly Gly Gly Leu Val Gin Pro Gly Gly Ser Leu 
15 10 15 

Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Ser Ser Tyr Ala Met 
20 25 30 

Ser Trp val Arg Gin Ala Pro Gly Lys Gly Leu Glu Trp val Ser Ala 
35 40 45 

lie Asn Ala Asn Gly Tyr Lys Lys Tyr Tyr Ala Asp Ser val Lys Gly 
50 55 60 

Arg Phe Thr lie Ser Arg Asp Asn Ser Lys Asn Thr Leu Tyr Leu Gin 
65 70 75 80 

Met Asn Ser Leu Arg Ala Glu Asp Thr Ala val Tyr Tyr Cys Ala Arg 
85 90 95 

Gly Lys Gly Asn Thr His Lys Pro Tyr Gly Tyr val Arg Tyr Phe Asp 
100 105 - 110 



Val Trp Gly Gin Gly Thr Leu val Thr val Ser Ser 



115 



120 



<210> 320 

<211> 372 

<212> DNA 

<213> artificial sequence 



<220> 

<223> synthetic construct 
<400> 320 



caattggtgg 


aaagcggcgg cggcctggtg 


caaccgggcg 


gcagcctgcg tctgagctgc 


60 


gcggcctccg 


gatttacctt tagcagctat 


gcgatgagct 


gggtgcgcca agcccctggg 


120 


aagggtctcg 


agtgggtgag cgctattaat 


gctaatggtt 


ataagaagta ttatgctgat 


180 


tctgttaagg 


gtcgttttac catttcacgt 


gataattcga 


aaaacaccct gtatctgcaa 


240 


atgaacagcc tgcgtgcgga agatacggcc 


gtgtattatt 


gcgcgcgtgg taagggtaat 


300 


actcataagc 


cttatggtta tgttcgttat 


tttgatgttt 


ggggccaagg caccctggtg 


360 


acggttagct 


ca 






372 



<210> 321 
<211> 124 
<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct 
<400> 321 

Gin Leu val Glu Ser Gly Gly Gly Leu val Gin Pro Gly Gly Ser Leu 
15 10 15 

Arg Leu Ser Cys Ala Ala ser Gly Phe Thr Phe Ser Ser Tyr Ala Met 
20 25 30 

Ser Trp val Arg Gin Ala Pro Gly Lys Gly Leu Glu Trp val Ser Ala 
35 " 40 45 

lie Asn Ala Asn Gly Tyr Lys Lys Tyr Tyr Ala Asp Ser val Lys Gly 
50 55 60 



Arg Phe Thr lie Ser Arg Asp Asn Ser Lys Asn Thr Leu Tyr Leu Gin 
65 70 75 80 



Met Asn Ser Leu Arg Ala Glu Asp Thr Ala val Tyr Tyr Cys Ala Arg 
85 90 95 

Gly Lys Gly Asn Thr His Lys Pro Tyr Gly Tyr val Arg Tyr Phe Asp 
100 105 110 

val Trp Gly Gin Gly Thr Leu Val Thr Val Ser Ser 
115 120 

<210> 322 

<211> 366 

<212> DNA 

<213> artificial sequence 



<220> 

<223> synthetic construct 
<400> 322 

caattggtgg aaagcggcgg cggcctggtg caaccgggcg gcagcctgcg tctgagctgc 60 

gcggcctccg gatttacctt tagcagctat gcgatgagct gggtgcgcca agcccctggg 120 

aagggtctcg agtgggtgag cgctatttct cgttctggtt ctaatattta ttatgctgat 180 

tctgttaagg gtcgttttac catttcacgt gataattcga aaaacaccct gtatctgcaa 240 

atgaacagcc tgcgtgcgga agatacggcc gtgtattatt gcgcgcgtct tctttctcgt 300 

ggttataatg gttattatca taagtttgat gtttggggcc aaggcaccct ggtgacggtt 360 

agctca 366 

<210> 323 

<2U> 122 

<212> PRT 

<213> artificial sequence 



<220> 

<223> synthetic construct 
<400> 323 

Gin Leu Val Glu Ser Gly Gly Gly 



Leu Val Gin Pro Gly Gly Ser Leu 
10 15 



Arg Leu ser Cys Ala Ala Ser Gly Phe Thr Phe Ser Ser Tyr Ala Met 
20 25 30 



Ser Trp Val Arg Gin Ala Pro Gly Lys Gly Leu Glu Trp Val Ser Ala 
35 40 45 

lie Ser Arg Ser Gly ser Asn lie Tyr Tyr Ala Asp Ser Val Lys Gly 
50 55 60 

Arg Phe Thr lie Ser Arg Asp Asn Ser Lys Asn Thr Leu Tyr Leu Gin 
65 70 75 80 

Met Asn Ser Leu Arg Ala Glu Asp Thr Ala val Tyr Tyr Cys Ala Arg 
85 90 95 

Leu Leu Ser Arg Gly Tyr Asn Gly Tyr Tyr His Lys Phe Asp Val Trp 
100 * 105 110 

Gly Gin Gly Thr Leu Val Thr val Ser ser 
115 120 

<210> 324 

<211> 330 

<212> DNA 

<213> artificial sequence 



<220> 

<223> synthetic construct 
<400> 324 

gatatcgtgc tgacccagag cccggcgacc ctgagcctgt ctccgggcga acgtgcgacc 60 

ctgagctgca gagcgagccg gcgtattcat gtttattatc tggcgtggta ccagcagaaa 120 

ccaggtcaag caccgcgtct attaatttat ggcgcgagca gccgtgcaac tggggtcccg 180 

gcgcgtttta gcggctctgg atccggcacg gattttaccc tgaccattag cagcctggaa 240 

cctgaagact ttgcgactta ttattgccag cagacttatg attatcctcc tacctttggc 300 

cagggtacga aagttgaaat taaacgtacg 330 

<210> 325 

<211> 110 

<212> PRT 

<213> arti f i ci al sequence 



<220> 

<223> synthetic construct 
<400> 325 

Asp lie val Leu Thr Gin Ser pro Ala Thr Leu Ser Leu ser Pro Gly 
15 10 15 

Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser Arg Arg lie His Val Tyr 
20 25 ~ 30 

Tyr Leu Ala Trp Tyr Gin Gin Lys Pro Gly Gin Ala Pro Arg Leu Leu 
35 40 45 

lie Tyr Gly Ala Ser Ser Arg Ala Thr Gly val Pro Ala Arg Phe Ser 
50 55 60 

Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr lie Ser Ser Leu Glu 
65 70 75 80 

Pro Glu Asp Phe Ala Thr Tyr Tyr Cys Gin Gin Thr Tyr Asp Tyr Pro 
85 90 95 

Pro Thr Phe Gly Gin Gly Thr Lys Val Glu lie Lys Arg Thr 
100 105 110 

<210> 326 
<2U> 330 
<212> DNA 

<213> artificial sequence 



<220> 

<223> synthetic construct 
<400> 326 

gatatcgtgc tgacccagag cccggcgacc ctgagcctgt ctccgggcga acgtgcgacc 60 

ctgagctgca gagcgagccg gcgtattcat gtttattatc tggcgtggta ccagcagaaa 120 

ccaggtcaag caccgcgtct attaatttat ggcgcgagca gccgtgcaac tggggtcccg 180 

gcgcgtttta gcggctctgg atccggcacg gattttaccc tgaccattag cagcctggaa 240 

cctgaagact ttgcgactta ttattgccag cagacttatg attatcctcc tacctttggc 300 

cagggtacga aagttgaaat taaacgtacg 330 



<210> 327 



<211> 110 
<212> PRT 

<213> artificial sequence 



<220> 

<223> synthetic construct 
<400> 327 

Asp lie val Leu Thr Gin Ser Pro Ala Thr Leu Ser Leu Ser Pro Gly 
15 10 15 

Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser Arg Arg lie His val Tyr 
20 25 30 

Tyr Leu Ala Trp Tyr Gin Gin Lys Pro Gly Gin Ala Pro Arg Leu Leu 
35 40 45 

lie Tyr Gly Ala Ser Ser Arg Ala Thr Gly val Pro Ala Arg Phe Ser 
50 55 60 

Gly ser Gly ser Gly Thr Asp Phe Thr Leu Thr lie Ser ser Leu Glu 
65 70 75 80 

Pro Glu Asp Phe Ala Thr Tyr Tyr Cys Gin Gin Thr Tyr Asp Tyr Pro 
85 90 95 

Pro Thr Phe Gly Gin Gly Thr Lys Val Glu lie Lys Arg Thr 
100 105 110 

<210> 328 
<211> 330 
<212> DNA 

<213> artificial sequence 
<220> 

<223> synthetic construct 
<400> 328 

gatatcgtgc tgacccagag cccggcgacc ctgagcctgt ctccgggcga acgtgcgacc 60 
ctgagctgca gagcgagcca gcgtcttggt cgtctttatc tggcgtggta ccagcagaaa 120 
ccaggtcaag caccgcgtct attaatttat ggcgcgagca gccgtgcaac tggggtcccg 180 
gcgcgtttta gcggctctgg atccggcacg gattttaccc tgaccattag cagcctggaa 240 



cctgaagact ttgcgactta ttattgccag cagacttatg attatcctcc tacctttggc 300 
cagggtacga aagttgaaat taaacgtacg 330 

<210> 329 
<211> 110 
<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct 
<400> 329 

Asp lie val Leu Thr Gin Ser Pro Ala Thr Leu ser Leu Ser Pro Gly 
15 10 15 

Glu Arg Ala Thr Leu ser cys Arg Ala Ser Gin Arg Leu Gly Arg Leu 
20 * 25 30 

Tyr Leu Ala Trp Tyr Gin Gin Lys Pro Gly Gin Ala Pro Arg Leu Leu 
35 40 45 

lie Tyr Gly Ala Ser Ser Arg Ala Thr Gly val Pro Ala Arg Phe Ser 
50 55 60 

Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr lie Ser ser Leu Glu 
65 70 75 80 

Pro Glu Asp Phe Ala Thr Tyr Tyr Cys Gin Gin Thr Tyr Asp Tyr Pro 
85 90 95 

pro Thr Phe Gly Gin Gly Thr Lys val Glu lie Lys Arg Thr 
100 105 110 

<210> 330 
<211> 330 
<212> DNA 

<213> artificial sequence 
<220> 

<223> synthetic construct 
<400> 330 



gatatcgtgc 


tgacccagag cccggcgacc ctgagcctgt ctccgggcga acgtgcgacc 


60 


ctgagctgca 


gagcgagccg gcgtattcat gtttattatc tggcgtggta ccagcagaaa 


120 


ccagg tcaag 


caccgcguCL a l uaa l l La x ggcgcgagca gccgrgcaac Lggggicccg 


-LOU 


gcgcgtttta 


gcggctctgg atccggcacg gattttaccc tgaccattag cagcctggaa 


240 


cctgaagact 


ttgcgactta ttattgccag cagacttatg attatcctcc tacctttggc 


300 


cagggtacga 


aagttgaaat taaacgtacg 


330 



<210> 331 

<211> 110 

<212> PRT 

<213> artificial sequence 



<220> 

<223> synthetic construct 
<400> 331 

Asp lie Val Leu Thr Gin Ser Pro Ala Thr Leu Ser Leu Ser Pro Gly 
1 5 10 15 

Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser Arg Arg lie His val Tyr 
20 25 30 

Tyr Leu Ala Trp Tyr Gin Gin Lys Pro Gly Gin Ala Pro Arg Leu Leu 
35 40 ' 45 

lie Tyr Gly Ala Ser ser Arg Ala Thr Gly Val Pro Ala Arg Phe Ser 
50 55 60 

Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr lie Ser Ser Leu Glu 
65 70 75 80 

Pro Glu Asp Phe Ala Thr Tyr Tyr Cys Gin Gin Thr Tyr Asp Tyr Pro 
85 90 95 

Pro Thr Phe Gly Gin Gly Thr Lys Val Glu lie Lys Arg Thr 
100 105 110 

<210> 332 
<211> 330 
<212> DNA 

<213> artificial sequence 



<220> 

<223> synthetic construct 
<400> 332 

gatatcgtgc tgacccagag cccggcgacc ctgagcctgt ctccgggcga acgtgcgacc 60 

ctgagctgca gagcgagccg gcgtattcat gtttattatc tggcgtggta ccagcagaaa 120 

ccaggtcaag caccgcgtct attaatttat ggcgcgagca gccgtgcaac tggggtcccg 180 

gcgcgtttta gcggctctgg atccggcacg gattttaccc tgaccattag cagcctggaa 240 

cctgaagact ttgcgactta ttattgccag cagacttatg attatcctcc tacctttggc 300 

cagggtacga aagttgaaat taaacgtacg 330 

<210> 333 
<211> 110 
<212> PRT 

<213> artificial sequence ♦ 
<220> 

<223> synthetic construct 
<400> 333 

Asp lie val Leu Thr Gin ser Pro Ala Thr Leu Ser Leu Ser Pro Gly 
15 10 15 

Glu Arg Ala Thr Leu Ser cys Arg Ala Ser Arg Arg lie His val Tyr 
20 25 ~ 30 

Tyr Leu Ala Trp Tyr Gin Gin Lys Pro Gly Gin Ala Pro Arg Leu Leu 
35 40 45 

lie Tyr Gly Ala Ser Ser Arg Ala Thr Gly val Pro Ala Arg Phe Ser 
50 55 60 

Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr lie Ser Ser Leu Glu 
65 70 75 80 

Pro Glu Asp Phe Ala Thr Tyr Tyr Cys Gin Gin Thr Tyr Asp Tyr Pro 
85 90 95 

Pro Thr Phe Gly Gin Gly Thr Lys val Glu lie Lys Arg Thr 
100 105 110 



<210> 334 



<211> 
<212> 
<213> 



330 
DNA 

artificial sequence 



<220> 

<223> synthetic construct 
<400> 334 

gatatcgtgc tgacccagag cccggcgacc ctgagcctgt ctccgggcga acgtgcgacc 60 

ctgagctgca gagcgagcca gcgtcttggt cgtctttatc tggcgtggta ccagcagaaa 120 

ccaggtcaag caccgcgtct attaatttat ggcgcgagca gccgtgcaac tggggtcccg 180 

gcgcgtttta gcggctctgg atccggcacg gattttaccc tgaccattag cagcctggaa 240 

cctgaagact ttgcgactta ttattgccag cagacttatg attatcctcc tacctttggc 300 

cagggtacga aagttgaaat taaacgtacg 330 

<210> 335 
<211> 110 
<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct 
<400> 335 

Asp lie val Leu Thr Gin Ser Pro Ala Thr Leu Ser Leu Ser Pro Gly 
15 10 15 

Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser Gin Arg Leu Gly Arg Leu 
20 25 30 

Tyr Leu Ala Trp Tyr Gin Gin Lys Pro Gly Gin Ala Pro Arg Leu Leu 
35 40 45 

lie Tyr Gly Ala ser Ser Arg Ala Thr Gly val Pro Ala Arg Phe ser 
50 55 60 

Gly ser Gly Ser Gly Thr Asp Phe Thr Leu Thr lie Ser Ser Leu Glu 
65 ' 70 75 80 



Pro Glu Asp Phe Ala Thr Tyr Tyr Cys Gin Gin Thr Tyr Asp Tyr Pro 
85 90 95 



Pro Thr Phe Gly Gin Gly Thr Lys Val Glu lie Lys Arg Thr 
100 105 110 



<210> 336 
<211> 330 
<212> DNA 

<213> artificial sequence 
<220> 

<223> synthetic construct 
<400> 336 

gatatcgtgc tgacccagag cccggcgacc ctgagcctgt ctccgggcga acgtgcgacc 60 
ctgagctgca gagcgagcca gtttattcag cgtttttatc tggcgtggta ccagcagaaa 120 
ccaggtcaag caccgcgtct attaatttat ggcgcgagca gccgtgcaac tggggtcccg 180 
gcgcgtttta gcggctctgg atccggcacg gattttaccc tgaccattag cagcctggaa 240 
cctgaagact ttgcggttta ttattgccag cagacttata attatcctcc tacctttggc 300 
cagggtacga aagttgaaat taaacgtacg 330 

<210> 337 

<211> 110 

<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct 

<400> 337 

Asp lie val Leu Thr Gin ser Pro Ala Thr Leu Ser Leu Ser Pro Gly 
1 5 10 15 

Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser Gin Phe lie Gin Arg Phe 
20 25 30 

Tyr Leu Ala Trp Tyr Gin Gin Lys Pro Gly Gin Ala Pro Arg Leu Leu 
35 40 45 



lie Tyr Gly Ala Ser Ser Arg Ala Thr Gly val Pro Ala Arg Phe Ser 
50 55 60 



Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr lie Ser Ser Leu Glu 
65 70 75 80 



Pro Glu Asp Phe Ala val Tyr Tyr cys Gin Gin Thr Tyr Asn Tyr Pro 
85 90 95 

Pro Thr Phe Gly Gin Gly Thr Lys val Glu lie Lys Arg Thr 
100 105 110 

<210> 338 
<211> 330 
<212> DNA 

<213> artificial sequence 



<220> 

<223> synthetic construct 
<400> 338 

gatatcgtgc tgacccagag cccggcgacc ctgagcctgt ctccgggcga acgtgcgacc 60 

ctgagctgca gagcgagcca gtatgttgat cgtacttatc tggcgtggta ccagcagaaa 120 

ccaggtcaag caccgcgtct attaatttat ggcgcgagca gccgtgcaac tggggtcccg 180 

gcgcgtttta gcggctctgg atccggcacg gattttaccc tgaccattag cagcctggaa 240 

cctgaagact ttgcgactta ttattgccag cagatttatt cttttcctca tacctttggc 300 

cagggtacga aagttgaaat taaacgtacg 330 

<210> 339 
<211> 110 
<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct 
<400> 339 

Asp lie Val Leu Thr Gin Ser Pro Ala Thr Leu Ser Leu Ser Pro Gly 
15 10 15 



Glu Arg Ala Thr Leu Ser cys Arg Ala Ser Gin Tyr val Asp Arg Thr 
20 25 30 



Tyr Leu Ala 
35 



Trp 



Tyr Gin Gin Lys Pro Gly Gin Ala Pro Arg Leu Leu 
40 45 



lie Tyr Gly 
50 



Ala 



Ser Ser Arg Ala Thr Gly val Pro Ala Arg Phe Ser 
55 60 



Gly Ser Gly 
65 



Ser 



Gly Thr Asp Phe Thr Leu Thr lie Ser Ser Leu Glu 
70 75 80 



Pro Glu Asp Phe Ala Thr Tyr Tyr Cys Gin Gin lie Tyr Ser Phe Pro 
85 90 95 

His Thr Phe Gly Gin Gly Thr Lys Val Glu lie Lys Arg Thr 
100 105 110 

<210> 340 
<211> 330 
<212> DNA 

<213> artificial sequence 

<220> 

<223> synthetic construct 
<400> 340 

gatatcgtgc tgacccagag cccggcgacc ctgagcctgt ctccgggcga acgtgcgacc 60 
ctgagctgca gagcgagcca gcgttttttt tataagtatc tggcgtggta ccagcagaaa 120 
ccaggtcaag caccgcgtct attaatttct ggttcttcta accgtgcaac tggggtcccg 180 
gcgcgtttta gcggctctgg atccggcacg gattttaccc tgaccattag cagcctggaa 240 
cctgaagact ttgcggttta ttattgcctt cagctttata atattcctaa tacctttggc 300 
cagggtacga aagttgaaat taaacgtacg 330 

<210> 341 

<211> 110 

<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct 

<400> 341 

Asp lie val Leu Thr Gin Ser Pro Ala Thr Leu Ser Leu Ser Pro Gly 



15 10 15 

Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser Gin Arg Phe Phe Tyr Lys 
20 25 30 

Tyr Leu Ala Trp Tyr Gin Gin Lys Pro Gly Gin Ala Pro Arg Leu Leu 
35 40 45 

ile Ser Gly Ser Ser Asn Arg Ala Thr Gly val Pro Ala Arg Phe Ser 
50 55 60 

Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser Ser Leu Glu 
65 70 75 80 

Pro Glu Asp Phe Ala Val Tyr Tyr Cys Leu Gin Leu Tyr Asn lie Pro 
85 90 95 

Asn Thr Phe Gly Gin Gly Thr Lys Val Glu Ile Lys Arg Thr 
100 105 110 

<210> 342 
<211> 330 
<212> DNA 

<213> artificial sequence 



<220> 

<223> synthetic construct 
<400> 342 

gatatcgtgc tgacccagag cccggcgacc ctgagcctgt ctccgggcga acgtgcgacc 60 

ctgagctgca gagcgagcca gtatgttgat cgtacttatc tggcgtggta ccagcagaaa 120 

ccaggtcaag caccgcgtct attaatttat ggcgcgagca gccgtgcaac tggggtcccg 180 

gcgcgtttta gcggctctgg atccggcacg gattttaccc tgaccattag cagcctggaa 240 

cctgaagact ttgcgactta ttattgccag cagatttatt cttttcctca tacctttggc 300 

cagggtacga aagttgaaat taaacgtacg 330 

<210> 343 

<211> 110 

<212> PRT 

<213> artificial sequence 



<220> 

<223> synthetic construct 
<400> 343 

Asp lie val Leu Thr Gin Ser Pro Ala Thr Leu Ser Leu Ser Pro Gly 
15 10 15 

Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser Gin Tyr val Asp Arg Thr 
20 25 30 

Tyr Leu Ala Trp Tyr Gin Gin Lys Pro Gly Gin Ala Pro Arg Leu Leu 
35 40 45 

lie Tyr Gly Ala Ser Ser Arg Ala Thr Gly val Pro Ala Arg Phe Ser 
50 55 60 

Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr lie Ser Ser Leu Glu 
65 70 75 80 

Pro Glu Asp Phe Ala Thr Tyr Tyr Cys Gin Gin lie Tyr Ser Phe Pro 
85 90 95 

His Thr Phe Gly Gin Gly Thr Lys Val Glu He Lys Arg Thr 
100 105 110 

<210> 344 
<211> 330 
<212> DNA 

<213> artificial sequence 



<220> 

<223> synthetic construct 
<400> 344 

gatatcgtgc tgacccagag cccggcgacc ctgagcctgt ctccgggcga acgtgcgacc 60 

ctgagctgca gagcgagcca gtatgttttt cgtcgttatc tggcgtggta ccagcagaaa 120 

ccaggtcaag caccgcgtct attaatttct ggttcttcta accgtgcaac tggggtcccg 180 

gcgcgtttta gcggctctgg atccggcacg gattttaccc tgaccattag cagcctggaa 240 

cctgaagact ttgcggttta ttattgcctt cagctttata atattcctaa tacctttggc 300 

cagggtacga aagttgaaat taaacgtacg 330 



<210> 345 
<211> 110 



<212> PRT 

<213> artificial sequence 



<220> 

<223> synthetic construct 
<400> 345 

Asp lie Val Leu Thr Gin Ser Pro Ala Thr Leu Ser Leu Ser Pro Gly 
15 10 15 

Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser Gin Tyr Val Phe Arg Arg 
20 25 30 

Tyr Leu Ala Trp Tyr Gin Gin Lys Pro Gly Gin Ala Pro Arg Leu Leu 
35 40 45 

lie Ser Gly Ser Ser Asn Arg Ala Thr Gly val Pro Ala Arg Phe Ser 
50 55 60 

Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr lie Ser Ser Leu Glu 
65 70 75 80 

Pro Glu Asp Phe Ala Val Tyr Tyr Cys Leu Gin Leu Tyr Asn lie Pro 
85 90 95 

Asn Thr Phe Gly Gin Gly Thr Lys Val Glu He Lys Arg Thr 
100 105 110 

<210> 346 
<211> 330 
<212> DNA 

<213> artificial sequence 

<220> 

<223> synthetic construct 
<400> 346 

gatatcgtgc tgacccagag cccggcgacc ctgagcctgt ctccgggcga acgtgcgacc 60 
ctgagctgca gagcgagcca gtatgttgat cgtacttatc tggcgtggta ccagcagaaa 120 
ccaggtcaag caccgcgtct attaatttat ggcgcgagca gccgtgcaac tggggtcccg 180 
gcgcgtttta gcggctctgg atccggcacg gattttaccc tgaccattag cagcctggaa 240 
cctgaagact ttgcgactta ttattgccag cagatttatt cttttcctca tacctttggc 300 



cagggtacga aagttgaaat taaacgtacg 

<210> 347 
<211> 110 
<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct 
<400> 347 

Asp lie val Leu Thr Gin Ser Pro Ala Thr Leu Ser Leu Ser Pro Gly 
15 10 15 

Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser Gin Tyr val Asp Arg Thr 
20 25 30 

Tyr Leu Ala Trp Tyr Gin Gin Lys Pro Gly Gin Ala Pro Arg Leu Leu 
35 40 45 

lie Tyr Gly Ala Ser Ser Arg Ala Thr Gly Val Pro Ala Arg Phe Ser 
50 55 60 

Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr He Ser Ser Leu Glu 
65 70 75 80 

Pro Glu Asp Phe Ala Thr Tyr Tyr cys Gin Gin lie Tyr Ser Phe Pro 
85 90 95 

His Thr Phe Gly Gin Gly Thr Lys Val Glu lie Lys Arg Thr 
100 105 110 

<210> 348 
<211> 330 
<212> DNA 

<213> artificial sequence 

<220> 

<223> synthetic construct 
<400> 348 

gatatcgtgc tgacccagag cccggcgacc ctgagcctgt ctccgggcga acgtgcgacc 



ctgagctgca gagcgagcca gcgtctttct cctcgttatc tggcgtggta ccagcagaaa 120 

ccaggtcaag caccgcgtct attaatttat ggcgcgagca gccgtgcaac tggggtcccg 180 

gcgcgtttta gcggctctgg atccggcacg gattttaccc tgaccattag cagcctggaa 240 

cctgaagact ttgcgactta ttattgcctt cagatttata atatgcctat tacctttggc 300 

cagggtacga aagttgaaat taaacgtacg 330 

<210> 349 

<211> 110 

<212> PRT 

<213> artificial sequence 



<220> 

<223> synthetic construct 
<400> 349 

Asp lie val Leu Thr Gin Ser Pro Ala Thr Leu ser Leu Ser Pro Gly 
1 5 10 15 

Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser Gin Arg Leu Ser Pro Arg 
20 25 30 

Tyr Leu Ala Trp Tyr Gin Gin Lys Pro Gly Gin Ala Pro Arg Leu Leu 
35 40 45 

lie Tyr Gly Ala Ser Ser Arg Ala Thr Gly val Pro Ala Arg Phe ser 
50 55 60 

Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr lie Ser Ser Leu Glu 
65 70 75 80 

Pro Glu Asp Phe Ala Thr Tyr Tyr cys Leu Gin lie Tyr Asn Met Pro 
85 90 95 

lie Thr Phe Gly Gin Gly Thr Lys val Glu lie Lys Arg Thr 
100 105 110 

<210> 350 
<211> 330 
<212> DNA 

<213> artificial sequence 



<220> 

<223> synthetic construct 
<400> 350 

gatatcgtgc tgacccagag cccggcgacc ctgagcctgt ctccgggcga acgtgcgacc 60 

ctgagctgca gagcgagcca gtatgttttt cgtcgttatc tggcgtggta ccagcagaaa 120 

ccaggtcaag caccgcgtct attaatttct ggttcttcta accgtgcaac tggggtcccg 180 

gcgcgtttta gcggctctgg atccggcacg gattttaccc tgaccattag cagcctggaa 240 

cctgaagact ttgcggttta ttattgcctt cagctttata atattcctaa tacctttggc 300 

cagggtacga aagttgaaat taaacgtacg 330 

<210> 351 
<211> 110 
<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct 
<400> 351 

Asp lie val Leu Thr Gin Ser Pro Ala Thr Leu Ser Leu Ser Pro Gly 
15 10 15 

Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser Gin Tyr val Phe Arg Arg 
20 25 30 

Tyr Leu Ala Trp Tyr Gin Gin Lys Pro Gly Gin Ala Pro Arg Leu Leu 
35 40 45 

lie Ser Gly Ser Ser Asn Arg Ala Thr Gly Val Pro Ala Arg Phe Ser 
50 55 60 

Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr lie Ser Ser Leu Glu 
65 70 75 80 

Pro Glu Asp Phe Ala val Tyr Tyr Cys Leu Gin Leu Tyr Asn lie Pro 
85 90 95 

Asn Thr Phe Gly Gin Gly Thr Lys val Glu lie Lys Arg Thr 
100 105 110 



<210> 352 
<211> 330 



<212> 
<213> 



DNA 

artificial sequence 



<220> 

<223> synthetic construct 
<400> 352 

gatatcgtgc tgacccagag cccggcgacc ctgagcctgt ctccgggcga acgtgcgacc 60 

ctgagctgca gagcgagcca gcgtgtttct ggtcgttatc tggcgtggta ccagcagaaa 120 

ccaggtcaag caccgcgtct attaatttat ggcgcgagca gccgtgcaac tggggtcccg 180 

gcgcgtttta gcggctctgg atccggcacg gattttaccc tgaccattag cagcctggaa 240 

cctgaagact ttgcgactta ttattgccag cagctttctt cttatcctcc tacctttggc 300 

cagggtacga aagttgaaat taaacgtacg 330 

<210> 353 

<211> 110 

<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct 

<400> 353 

Asp lie val Leu Thr Gin Ser Pro Ala Thr Leu Ser Leu Ser Pro Gly 
1 5 10. 15 

Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser Gin Arg Val Ser Gly Arg 
20 25 ~ 30 

Tyr Leu Ala Trp Tyr Gin Gin Lys Pro Gly Gin Ala Pro Arg Leu Leu 
35 40 45 

lie Tyr Gly Ala Ser Ser Arg Ala Thr Gly Val Pro Ala Arg Phe Ser 
50 55 60 

Gly ser Gly Ser Gly Thr Asp Phe Thr Leu Thr lie Ser Ser Leu Glu 
65 70 75 80 



Pro Glu Asp Phe Ala Thr Tyr Tyr cys Gin Gin Leu Ser Ser Tyr Pro 
85 90 95 



Pro Thr Phe Gly Gin Gly Thr Lys Val Glu lie Lys Arg Thr 
100 105 110 



<210> 354 

<211> 39 

<212> DNA 

<213> artificial sequence 
<220> 

<223> synthetic construct 

<400> 354 

cttactcatt atgctcgtta ttatcgttat tttgatgtt 

<210> 355 

<211> 13 

<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct 

<400> 355 

Leu Thr His Tyr Ala Arg Tyr Tyr Arg Tyr Phe Asp Val 
1 5 " 10 

<210> 356 

<211> 39 

<212> DNA 

<213> artificial sequence 
<220> 

<223> synthetic construct 

<400> 356 

cttactcatt atgctcgtta ttatcgttat tttgatgtt 

<210> 357 

<211> 13 

<212> PRT 



<213> artificial sequence 

<220> 

<223> synthetic construct 

<400> 357 

Leu Thr His Tyr Ala Arg Tyr Tyr Arg Tyr Phe Asp Val 
15 10 

<210> 358 

<211> 39 

<212> DNA 

<213> artificial sequence 
<220> 

<223> synthetic construct 

<400> 358 

cttactcatt atgctcgtta ttatcgttat tttgatgtt 

<210> 359 

<211> 13 

<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct 

<400> 359 

Leu Thr His Tyr Ala Arg Tyr Tyr Arg Tyr Phe Asp val 
1 5 10 

<210> 360 

<211> 39 

<212> DNA 

<213> artificial sequence 



<220> 



<223> synthetic construct 
<400> 360 

cttactcatt atgctcgtta ttatcgttat tttgatgtt 

<210> 361 
<211> 13 
<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct 
<400> 361 

Leu Thr His Tyr Ala Arg Tyr Tyr Arg Tyr Phe Asp val 
15 10 

<210> 362 

<211> 39 

<212> DNA 

<213> artificial sequence 
<220> 

<223> synthetic construct 

<400> 362 

cttactcatt atgctcgtta ttatcgttat tttgatgtt 

<210> 363 

<211> 13 

<212> PRT 

<213> artificial sequence 

<220> 

<223> synthetic construct 

<400> 363 

Leu Thr His Tyr Ala Arg Tyr Tyr Arg Tyr Phe Asp val 
1 5 10 

<210> 364 



<211> 39 

<212> DNA 

<213> artificial sequence 

<220> 

<223> synthetic construct 

<400> 364 

cttactcatt atgctcgtta ttatcgttat tttgatgtt 

<210> 365 

<211> 13 

<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct 

<400> 365 

Leu Thr His Tyr Ala Arg Tyr Tyr Arg Tyr Phe Asp val 
1 5 10 

<210> 366 

<211> 39 

<212> DNA 

<213> artificial sequence 
<220> 

<223> synthetic construct 

<400> 366 

cttactcatt atgctcgtta ttatcgttat tttgatgtt 

<210> 367 

<211> 13 

<212> PRT 

<213> artificial sequence 



<220> 

<223> synthetic construct 

<400> 367 

Leu Thr His Tyr Ala Arg Tyr Tyr Arg Tyr Phe Asp val 
1 5 10 

<210> 368 

<211> 51 

<212> DNA 

<213> artificial sequence 
<220> 

<223> synthetic construct 

<400> 368 

ggtaagggta atactcataa gccttatggt tatgttcgtt attttgatgt t 

<210> 369 

<211> 17 

<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct 

<400> 369 

Gly Lys Gly Asn Thr His Lys Pro Tyr Gly Tyr val Arg Tyr Phe Asp 
1 5 10 15 

val 

<210> 370 

<211> 51 

<212> DNA 

<213> artificial sequence 



<220> 

<223> synthetic construct 



<400> 370 

ggtaagggta atactcataa gccttatggt tatgttcgtt attttgatgt t 



51 



<210> 371 

<211> 17 

<212> PRT 

<213> artificial sequence 

<220> 

<223> synthetic construct 

<400> 371 

Gly Lys Gly Asn Thr His Lys Pro Tyr Gly Tyr val Arg Tyr Phe Asp 
1 5 10 15 

val 

<210> 372 

<211> 51 

<212> DNA 

<213> artificial sequence 

<220> 

<223> synthetic construct 

<400> 372 

ggtaagggta atactcataa gccttatggt tatgttcgtt attttgatgt t 51 

<210> 373 

<211> 17 

<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct 

<400> 373 

Gly Lys Gly Asn Thr His Lys Pro Tyr Gly Tyr val Arg Tyr Phe Asp 
15 10 15 



val 



<210> 374 

<211> 51 

<212> DNA 

<213> artificial sequence 
<220> 

<223> synthetic construct 

<400> 374 

ggtaagggta atactcataa gccttatggt tatgttcgtt attttgatgt t 51 

<210> 375 

<211> 17 

<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct 

<400> 375 

Gly Lys Gly Asn Thr His Lys Pro Tyr Gly Tyr val Arg Tyr Phe Asp 
15 10 15 

Val 

<210> 376 

<211> 51 

<212> DNA 

<213> artificial sequence 

<220> 

<223> synthetic construct 



<400> 376 

ggtaagggta atactcataa gccttatggt tatgttcgtt attttgatgt t 



51 



<210> 377 

<211> 17 

<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct 

<400> 377 

Gly Lys Gly Asn Thr His Lys Pro Tyr Gly Tyr val Arg Tyr Phe Asp 
15 10 15 

val 

<210> 378 

<211> 51 

<212> DNA 

<213> artificial sequence 
<220> 

<223> synthetic construct 

<400> 378 

ggtaagggta atactcataa gccttatggt tatgttcgtt attttgatgt t 51 

<210> 379 

<211> 17 

<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct 

<400> 379 

Gly Lys Gly Asn Thr His Lys Pro Tyr Gly Tyr Val Arg Tyr Phe Asp 
1 -5 10 15 



val 



<210> 380 

<211> 51 

<212> DNA 

<213> artificial sequence 

<220> 

<223> synthetic construct 

<400> 380 

ggtaagggta atactcataa gccttatggt tatgttcgtt attttgatgt t 

<210> 381 

<211> 17 

<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct 

<400> 381 

Gly Lys Gly Asn Thr His Lys Pro Tyr Gly Tyr val Arg Tyr Phe Asp 
1 5 10 15 

val 

<210> 382 

<211> 45 

<212> DNA 

<213> artificial sequence 
<220> 

<223> synthetic construct 

<400> 382 

cttctttctc gtggttataa tggttattat cataagtttg atgtt 



<210> 383 
<211> 15 



<212> PRT 

<213> artificial sequence 



<220> 

<223> synthetic construct 

<400> 383 

Leu Leu Ser Arg Gly Tyr Asn Gly Tyr Tyr His Lys Phe Asp val 
15 10 15 

<210> 384 

<211> 24 

<212> DNA 

<213> artificial sequence 
<220> 

<223> synthetic construct 

<400> 384 

cagcagactt atgattatcc tcct 

<210> 385 

<211> 8 

<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct 

<400> 385 

Gin Gin Thr Tyr Asp Tyr Pro Pro 
1 5 

<210> 386 

<211> 24 

<212> DNA 

<213> artificial sequence 



<220> 

<223> synthetic construct 

<400> 386 

cagcagactt atgattatcc tcct 

<210> 387 

<211> 8 

<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct 

<400> 387 

Gin Gin Thr Tyr Asp Tyr Pro Pro 
1 5 

<210> 388 

<211> 24 

<212> DNA 

<213> artificial sequence 
<220> 

<223> synthetic construct 

<400> 388 

cagcagactt atgattatcc tcct 

<210> 389 

<211> 8 

<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct 

<400> 389 

Gin Gin Thr Tyr Asp Tyr Pro Pro 



<210> 390 

<211> 24 

<212> DNA 

<213> artificial sequence 
<220> 

<223> synthetic construct 

<400> 390 

cagcagactt atgattatcc tcct 

<210> 391 

<211> 8 

<212> PRT 

<213> artificial sequence 

<220> 

<223> synthetic construct 

<400> 391 

Gin Gin Thr Tyr Asp Tyr Pro Pro 
1 5 

<210> 392 

<211> 24 

<212> DNA 

<213> artificial sequence 
<220> 

<223> synthetic construct 

<400> 392 

cagcagactt atgattatcc tcct 

<210> 393 

<211> 8 

<212> PRT 

<213> artificial sequence 



<220> 

<223> synthetic construct 

<400> 393 

Gin Gin Thr Tyr Asp Tyr Pro Pro 
1 5 

<210> 394 

<211> 24 

<212> DNA 

<213> artificial sequence 
<220> 

<223> synthetic construct 

<400> 394 

cagcagactt atgattatcc tcct 

<210> 395 

<211> 8 

<212> PRT 

<213> artificial sequence 

<220> 

<223> synthetic construct 

<400> 395 

Gin Gin Thr Tyr Asp Tyr Pro Pro 
1 5 

<210> 396 

<211> 24 

<212> DNA 

<213> artificial sequence 



<220> 
<223> 
<400> 



synthetic construct 
396 



cagcagactt ataattatcc tcct 



<210> 397 

<211> 8 

<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct 

<400> 397 

Gin Gin Thr Tyr Asn Tyr Pro Pro 
1 5 

<210> 398 

<211> 24 

<212> DNA 

<213> artificial sequence 

<220> 

<223> synthetic construct 

<400> 398 

cagcagattt attcttttcc teat 

<210> 399 

<211> 8 

<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct 

<400> 399 

Gin Gin lie Tyr ser Phe Pro His 
1 5 

<210> 400 

<211> 24 



<212> DNA 

<213> artificial sequence 
<220> 

<223> synthetic construct 

<400> 400 

cttcagcttt ataatattcc taat 

<210> 401 

<211> 8 

<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct 

<400> 401 

Leu Gin Leu Tyr Asn lie Pro Asn 

1 5 

<210> 402 

<211> 24 

<212> DNA 

<213> artificial sequence 

<220> 

<223> synthetic construct 

<400> 402 

cagcagattt attcttttcc teat 

<210> 403 

<211> 8 

<212> PRT 

<213> artificial sequence 



<220> 

<223> synthetic construct 



<400> 403 

Gin Gin lie Tyr Ser Phe Pro His 
1 5 

<210> 404 

<211> 24 

<212> DNA 

<213> artificial sequence 
<220> 

<223> synthetic construct 

<400> 404 

cttcagcttt ataatattcc taat 

<210> 405 

<211> 8 

<212> PRT 

<213> artificial sequence 

<220> 

<223> synthetic construct 

<400> 405 

Leu Gin Leu Tyr Asn lie Pro Asn 
1 5 

<210> 406 

<211> 24 

<212> DNA 

<213> artificial sequence 
<220> 

<223> synthetic construct 

<400> 406 

cagcagattt attcttttcc teat 



<210> 407 



<211> 8 
<212> PRT 

<213> artificial sequence 



<220> 

<223> synthetic construct 

<400> 407 

Gin Gin lie Tyr Ser Phe Pro His 
1 5 

<210> 408 

<211> 24 

<212> DNA 

<213> artificial sequence 

<220> 

<223> synthetic construct 

<400> 408 

cagcagattt attcttttcc teat 

<210> 409 

<211> 8 

<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct 

<400> 409 

Leu Gin lie Tyr Asn Met Pro lie 
1 5 

<210> 410 

<211> 24 

<212> DNA 

<213> artificial sequence 



<220> 

<223> synthetic construct 

<400> 410 

cttcagcttt ataatattcc taat 

<210> 411 

<211> 8 

<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct 

<400> 411 

Leu Gin Leu Tyr Asn lie Pro Asn 
1 5 

<210> 412 

<211> 24 

<212> DNA 

<213> artificial sequence 

<220> 

<223> synthetic construct 

<400> 412 

cagcagcttt cttcttatcc tcct 

<210> 413 

<211> 8 

<212> PRT 

<213> artificial sequence 
<220> 

<223> synthetic construct 

<400> 413 

Gin Gin Leu Ser Ser Tyr Pro Pro 
1 5 



<210> 414 

<211> 52 

<212> PRT 

<213> artificial sequence 



<220> 

<223> synthetic construct 
<400> 414 

lie Ser Glu val Lys Met Asp Ala Glu Phe Arg His Asp Ser Gly Tyr 
1 5 10 15 

Glu val His His Gin Lys Leu val Phe Phe Ala Glu Asp val Gly Ser 
20 25 30 

Asn Lys Gly Ala lie lie Gly Leu Met val Gly Gly Val val He Ala 
35 40 45 

Thr val lie val 
50 

<210> 415 
<211> 6 
<212> PRT 
<213> Artificial 

<220> 

<223> Synthetic Construct 
<400> 415 

Ala Glu Phe Arg His Asp 

<210> 416 

<211> 7 

<212> PRT 

<213> Artificial 

<220> 

<223> Synthetic Construct 
<400> 416 

Glu Phe Arg His Asp Ser Gly 
1 5 



<210> 417 
<211> 5 
<212> PRT 



<213> Artificial 
<220> 

<223> Synthetic construct 

<400> 417 

Glu Phe Arg His Asp 



<210> 418 

<211> 4 

<212> PRT 

<213> Artificial 

<220> 

<223> Synthetic Construct 

<400> 418 

His Asp Ser Gly 
1 



<210> 419 

<211> 5 

<212> PRT 

<213> Artificial 

<220> 

<223> Synthetic Construct 

<400> 419 

His His Gin Lys Leu 
1 5 



<210> 420 

<211> 6 

<212> PRT 

<213> Artificial 

<220> 

<223> Synthetic Construct 

<400> 420 

Leu val Phe Phe Ala Glu 

1 5 



<210> 421 

<211> 6 

<212> PRT 

<213> Artificial 

<220> 

<223> Synthetic construct 

<400> 421 

val Phe Phe Ala Glu Asp 
1 5 



<210> 422 

<211> 4 

<212> PRT 

<213> Artificial 

<220> 

<223> Synthetic Construct 

<400> 422 

val Phe Phe Ala 
1 



<210> 423 

<211> 6 

<212> PRT 

<213> Artificial 

<220> 

<223> Synthetic Construct 

<400> 423 

Phe Phe Ala Glu Asp Val 
1 5 



<210> 424 
<211> 378 
<212> . DNA 
<213> Artificial 

<220> 

<223> Synthetic Construct 
<400> 424 

caggtggaat tggtggaaag cggcggcggc ctggtgcaac cgggcggcag cctgcgtctg 60 

agctgcgcgg cctccggatt tacctttagc agctatgcga tgagctgggt gcgccaagcc 120 

cctgggaagg gtctcgagtg ggtgagcgct attaatgctt ctggtactcg tacttattat 180 

gctgattctg ttaagggtcg ttttaccatt tcacgtgata attcgaaaaa caccctgtat 240 

ctgcaaatga acagcctgcg tgcggaagat acggccgtgt attattgcgc gcgtggtaag 300 

ggtaatactc ataagcctta tggttatgtt cgttattttg atgtttgggg ccaaggcacc 360 

ctggtgacgg ttagctca 378 



<210> 425 

<211> 126 

<212> PRT 

<213> Artificial 

<220> 

<223> Synthetic Construct 

<400> 425 

Gin val Glu Leu val Glu Ser Gly Gly Gly Leu val Gin Pro Gly Gly 



10 



15 



Ser Leu Arg Leu ser Cys Ala Ala Ser Gly Phe Thr Phe ser ser Tyr 

20 25 30 

Ala Met Ser Trp val Arg Gin Ala Pro Gly Lys Gly Leu Glu Trp val 
35 40 45 

Ser Ala lie Asn Ala Ser Gly Thr Arg Thr Tyr Tyr Ala Asp ser val 

50 55 60 

Lys Gly Arg Phe Thr lie Ser Arg Asp Asn Ser Lys Asn Thr Leu Tyr 
65 70 " 75 80 

Leu Gin Met Asn Ser Leu Arg Ala Glu Asp Thr Ala val Tyr Tyr Cys 
85 90 95 

Ala Arg Gly Lys Gly Asn Thr His Lys Pro Tyr Gly Tyr val Arg Tyr 

100 ' 105 110 



Phe Asp val Trp Gly Gin Gly Thr Leu val Thr Val Ser ser 
115 120 125 



